#2. 0 00 — 183767 



HILA MELANOGASTER (FRUIT FLY) . //Q01643 

F-HEMBA1002125//GAG POLYPROTEIN [CONTAINS: CORE PROTEINS P15, P12, P30] . 
//0.35:lll:33//FELINE SARCOMA VIRUS (STRAIN SNYDER-THEILEN) .//P03338 
F-HEMBA1002139//HYPOTHETICAL 12.4 KD PROTEIN IN SEC17-QCR1 INTERGENIC RE 
GION.//0.88:72:25//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P38192 
F-HEMBA1002144 

F-HEMBA1002150//THROMB0MODULIN (FETOMODULIN) (TM) (FRAGMENT) .//4.8e-10: 6 
5:46//B0S TAURUS (BOVINE) .//P06579 

F-HEMBA1002151//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. //O. 24: 146:28/ 
/SACCHAROMYCES CEREVISIAE (BAKER' S YEAST) .//P32323 

F-HEMBA1002153//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4L (EC 1.6.5.3).//0 
.93:58:25//APIS MELLIFERA (HONEYBEE) . //P34859 

F-HEMBA1002160//!!!! ALU SUBFAMILY SP WARNING ENTRY !!! !//5.1e-21: 94:65/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-HEMBA1002161//MYOSIN HEAVY CHAIN, CARDIAC MUSCLE BETA IS0F0RM.//1.4e-5 
l:180:56//SUS SCROFA (PIG) .//P79293 

F-HEMBA1002162//!!!! ALU SUBFAMILY SP WARNING ENTRY !!! !//4.1e-40: 102:75 
//HOMO SAPIENS (HUMAN) .//P39193 

F-HEMBA1002166//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//1.8e-13: 133:45/ 
/HOMO SAPIENS (HUMAN). //P39188" 

F-HEMBA1002177//ZINC FINGER PROTEIN 142 (KIAA0236) (HA4654) .//O. 0014: 153 

:26//H0M0 SAPIENS (HUMAN) . //P52746 

F-HEMBA1002185 

F-HEMBA1002189//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!! !//0. 86:46 :45//H0 
MO SAPIENS (HUMAN). //P39194 

F-HEMBA1002191//MALE SPECIFIC SPERM PROTEIN MST84DC.//0.037: 14:57//DR0S0 
PHI LA MELANOGASTER (FRUIT FLY) .//QO 1644 
F-HEMBA 1002 199 
F-HEMBA 1002204 
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F-HEMBA1002212//DUAL SPECIFICITY MITOGEN-ACTIVATED PROTEIN KINASE KINASE. 

DSORl (EC 2.7.1.-) (DOWNSTREAM OF RAF) (MAPKK) .//3.2e-13:201:30//DROSOP 
HILA MELANOGASTER (FRUIT FLY) . //Q24324 

F-HEMBA1002215//TESTIN 2 (TES2) [CONTAINS: TESTIN 1 (TESl)] .//I.le-62:14 
7:84//MUS MUSCULUS (MOUSE) .//P47226 

F-HEMBA1002226//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//l .6e-26: 168:44/ 
/HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBA1002229//!!!! ALU SUBFAMILY SBl WARNING ENTRY ! ! ! !//6.8e-18:68:72 
//HOMO SAPIENS (HUMAN) .//P39190 

F-HEMBA1002237//EAMZP30-47 PROTEIN (FRAGMENT) .//0.96:21:61//EIMERIA ACER 
VULINA.//P21959 

F-HEMBA1002241//METALLOTHIONEIN (MT) .//O. 95:25 :48//PARACENTR0TUS LIVIDUS 

(COMMON SEA URCHIN) .//P80367 
F-HEMBA1002253//METALLOTHIONEIN-II (MT-II) .//0.97:27:48//MESOCRICETUS AU 
RATUS (GOLDEN HAMSTER) . //P17808 
F-HEMBA1002257 

F-HEMBA1002265//MALE SPECIFIC SPERM PROTEIN MST84DC.//0.95:24:50//DROSOP 
HILA MELANOGASTER (FRUIT FLY) .//Q01644 

F-HEMBA1002267//NEURONAL PROTEIN 3.1 (P311 PROTEIN) .//0.94:33:33//GALLUS 

GALLUS (CHICKEN). //Q9d667 
F-HEMBA1002270 

F-HEMBA1002321//HYPOTHETICAL IMMUNITY REGION PROTEIN 14.//0.99:22:40//BA 
CTERIOPHAGE PHI-105.//P10437 
F-HEMBAl 002328 
F-HEMBA 1002337 

F-HEMBA1002341//P53-BINDING PROTEIN 53BP2 (FRAGMENT) .//3.7e-55: 109: 96//M 
US MUSCULUS (MOUSE). //Q62415 

F-HEMBA1002348//PR0BABLE E5 PROTEIN. //0.43:30:50//HUMAN PAPILLOMAVIRUS T 
YPE 35.//P27226 
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F-HEMBA1002349 

F-HEMBA1002363//CHROMOSOME ASSEMBLY PROTEIN XCAP-E.//5.7e-105:278:71//XE 
NOPUS LAEVIS (AFRICAN CLAWED FROG) . //P50533 

F-HEMBA1002381//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//3.3e-24:69:73// 

HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBA1002389//EARLY NODULIN 20 PRECURSOR (N-20) .//0.16:110:31//MEDICAG 
0 TRUNCATULA (BARREL MEDIC) .//P93329 

F-HEMBA1002417//TIGHT JUNCTION PROTEIN ZO-1 (TIGHT JUNCTION PROTEIN 1)./ 
/2.6e-51:187:56//MUS MUSCULUS (MOUSE) . //P39447 

F-HEMBA1002419//PROLINE-RICH PEPTIDE P-B.//1.0: 18:61//H0M0 SAPIENS (HUMA 
N).//P02814 

F-HEMBA1002430//HYPOTHETICAL 12.3 KD PROTEIN IN GAPl-NAPl INTERGENIC REG 
ION.//0.042:41:46//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P36140 
F-HEMBA1002439//CHL0R0PLAST 50S RIBOSOMAL PROTEIN L27 (FRAGMENT) .//O. 99: 
47 : 29/ /CALYPTROSPHAERA SPHAERO I DEA . //P4 1548 

F-HEMBA1002458//OVARIAN GRANULOSA CELL 13.0 KD PROTEIN HGR74.//4.1e-24: 1 

09:55//HOMO SAPIENS (HUMAN) .//Q00994 
F-HEMBA1002460 

F-HEMBA1002462//SALIVARY. PROLINE-RICH PROTEIN II-l (FRAGMENT) .//0. 00025: 
80:30//H0M0 SAPIENS (HUMAN) . //P81489 

F-HEMBA1002469//PUTATIVE TUMOR SUPPRESSOR LUCA15. //O. 0012: 110: 33//H0M0 S 
APIENS- (HUMAN) .//P52756 

F-HEMBA1002475//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//O. 37: 106: 33//MUS 
MUSCULUS (MOUSE). //P05143 

F-HEMBA1002477//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//3.3e-34:96:71/ 

/HOMO SAPIENS (HUMAN) .//P39194 

F-HEHBA1002486 

F-HEMBA1002495//LIGHT-MEDIATED DEVELOPMENT PROTEIN DETl.//2.9e-3l: 110:39 
//ARABIDOPSIS THALIANA (MOUSE-EAR CRESS) . //P48732 
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F-HEMBA1002498//SFT2 PR0TEIN.//1.0:54:35//SACCHAR0MYCES CEREVISIAE (BAKE 
R'S YEAST). //P38166 

F-HEMBA1002503//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//3.0e-06:49:63// 
HOMO SAPIENS (HUMAN) .//P39188 

F-HENBA1002508//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//1.6e-22:169:44 
//HOMO SAPIENS (HUMAN) .//P39195 

F-HEMBA1002513//HYPOTHETICAL 89.8 KD PROTEIN F41H10.6 IN CHROMOSOME IV./ 
/0.00017:79:35//CAENORHABDITIS ELEGANS.//Q20296 

F-HEMBA1002515 

F-HEMBA1002538//ATP SYNTHASE E CHAIN, MITOCHONDRIAL (EC 3.6.1.34) .//I. 0: 
53:37//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P81449 
F-HEMBA1002542//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//5.7e-32:96:75// 
HOMO SAPIENS (HUMAN) .//P39188 

F-HEMBA1002547//AGRIN PRECURSOR. //2.5e-100: 218: 80//RATTUS NORVEGICUS (RA 
T).//P25304 

F-HEMBA1002552//HEP27 PROTEIN (PROTEIN D) .//9.5e-12:29:82//H0M0 SAPIENS 
(HUMAN) . //Q13268 

F-HEMBA1002555//COLLAGEN ALPHA l(III) CHAIN. //2.4e-15: 207 :36//B0S TAURUS 
(BOVINE). //P04258 

F-HEMBAr002558//l 1 1 1 ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//r.0r34:50//HQM 
0 SAPIENS (HUMAN). //P39193 

F-HEMBA1002561//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//1.5e-05:49:46//NY 
CTICEBUS COUCANG (SLOW LORIS) .//P08548 

F-HEMBA1002569//SINGLE-STRANDED DNA-BINDING PROTEIN P12.//0.97:60:33//BA 
CTERIOPHAGE PRDl . //P17637 
F-HEMBA 10 02583 

F-HEMBA1002590//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//5.6e-15: 54:55// 
HOMO SAPIENS (HUMAN) .//P39188 

F-HEMBA 1 002592/ /H I ST I D I NE-R I CH PROTE IN. //O. 99: 39: 28//PLASM0D I UM FALC I PAR 
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UM (ISOLATE FCN17 / SENEGAL) . //P14586 

F-HEMBA1002609//SSM4 PROTEIN. //1.9e-12: 135: 29//SACCHAR0MYCES CEREVISIAE 
(BAKER' S YEAST) . //P40318 

F-HEMBA1002621//CYTOCHROME B6-F COMPLEX 3.5 KD SUBUNIT (CYTOCHROME B6-F 
COMPLEX SUBUNIT 6) .//1.0:20:55//ZEA MAYS (MAIZE) .//P19445 
F-HEMBA1002624//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOP 
ROTEIN).//0.0035:124:33//NICOTIANA TABACUM (COMMON TOBACCO) . //P13983 
F-HEMBA1002628 

F-HEMBA1002629//IMMEDIATE-EARLY PROTEIN IE180.//0.84;80:36//PSEUDORABIES 

VIRUS (STRAIN KAPLAN) (PRV) .//P33479 
F-HEMBA1002645//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//1.8e-16:57:68/ 
/HOMO SAPIENS (HUMAN). //P39193 
F-HEMBA1002651 

F-HEMBA1002659//CUTICLE COLLAGEN 2.//0.0077:77:38//CAEN0RHABDITIS ELEGAN 
S.//P17656 

F-HEMBA1002661//LINE-1 REVERSE TRANSCRIPTASE H0MOLOG.//2.3e-89: 116:72//H 
OMO SAPIENS (HUMAN) . //P08547 

F-HEMBA1002666//BETA CRYSTALLIN A4. //O. 18:58 :44//GALLUS GALLUS (CHICKEN) 

.//P49152 

F-HEMBA1002678 

F-HEMBA1002679//GLUTAMIC ACID-RICH PROTEIN PRECURSOR. //5.7e-06: 219 :27//P 
LASMODIUM FALCIPARUM (ISOLATE FC27 / PAPUA NEW GUINEA) . //P13816 
F-HEMBA1002688//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT) .//I. le-0 
7:198:32//NEPHILA CLAVIPES (ORB SPIDER) .//P46804 

F-HEMBA1002698//COLLAGEN ALPHA l(VII) CHAIN PRECURSOR (LONG-CHAIN COLLAG 
EN) (LC COLLAGEN).//©. 16: 158 :33//H0M0 SAPIENS (HUMAN) .//Q02388 
F-HEMBA1002703//HYPOTHETICAL BHLFl PROTEIN. //O. 78: 147:29//EPSTEIN-BARR V 
IRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03181 

F-HEMBA1002712//11.2 KD PROTEIN (ORF 103) .//0.029:75:34//BACTERIOPHAGE P 
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F1.//P25133 

F-HEMBA1002716//50S RIBOSOMAL PROTEIN L28.//1.0:44:27//BACILLUS SUBTILIS 

F-HEMBAl 002728//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//5.4e-18:56:75/ 

/HOMO SAPIENS (HUMAN) . //P39195 

F-HEMBA1002730//HYPOTHETICAL PROTEIN MJ0316.//0.097:84:35//METHANOCOCCUS 

JANNASCHII.//Q57764 
F-HEMBA1002742//APOLIPOPROTEIN C-III PRECURSOR (APO-CIII) .//O. 97:26:50// 
SUS SCROFA (PIG).//P27917 

F-HEMBA1002746//CALPHOTIN.//0.35:65:35//DROSOPHILA MELANOGASTER (FRUIT F 
LY).//Q02910 

F-HEMBA1002748//PLATELET GLYCOPROTEIN. IB BETA CHAIN PRECURSOR (GP-IB BET 
A) (GPIBB).//1.0:74:32//MUS MUSCULUS (MOUSE) . //P56400 

F-HEMBA1002750//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//7.0e-15:49:75// 
HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBA1002768//HYP0THETICAL 72.2 KD PROTEIN C12C2.05C IN CHROMOSOME II. 
//O. 00036: 197: 26//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) . //Q09746 
F-HEMBA1002770//UTEROGLOBIN PRECURSOR (BLASTOKININ) .//0.23:88:27//ORYCTO 
LAGUS CUNICULUS (RABBIT) .//P02779 

F-HEMBA1002777//H0ME0B0X PROTEIN H0X-A4 (HOX-1.4) XMH-3) .//0".00018:67:43 
//MUS MUSCULUS (MOUSE) .//P06798 

F-HEMBA1002779//HYPOTHETICAL 17.6 KD PROTEIN IN NPR1-RPS3 INTERGENIC REG 
ION.//0.70:30:53//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53880 
F-HEMBA1002780//OLFACTORY RECEPTOR -3 (KIO) (FRAGMENT) .//I. 0:31: 45//MUS M 

USCULUS (MOUSE) .//Q60879 

F-HEMBA1002794//HMG-Y RELATED PROTEIN B (SB16B PROTEIN) (FRAGMENT) .//O.O 

044:66:37//GLYCINE MAX (SOYBEAN) . //Q10370 

F-HEMBA1002801 

F-HEMBA1002810//HYPOTHETICAL 25.9 KD PROTEIN AH6.3 IN CHROMOSOME II.//0. 
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0033 : 1 16 : 31 //CAENORHABDIT I S ELEGANS . //Q09202 

F-HEMBA1002816//HYPOTHETICAL 47.1 KD PROTEIN C9G1.13C IN CHROMOSOME I.// 
1.0e-17:68:48//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //014308 
F-HEMBA1002818//FIBULIN-2 PRECURSOR. //2. le-27:92:44//MUS MUSCULUS (MOUSE 
).//P37889 

F-HEMBA1002826//DNA-BINDING PROTEIN 65 (PROTEIN GP65) .//O. 28:46 :34//BACT 
ERIOPHAGE T4.//P16012 
F-HENBAl 002833 

F-HEMBA1002850//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) . //I . 0:27:37// 
METRIDIUM SENILE (BROWN SEA ANEMONE) (FRILLED SEA ANEMONE) . //047493 
F-HEMBA1002863//PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV (PHOTOSYSTEM I 
8.1 KD PROTEIN) (P30 PROTEIN) (PSI-E) .//0.84:37:43//SYNECHOCYSTIS SP. (S 
TRAIN PCC 6803).//P12975 

F-HEMBA1002876//OCTAPEPT I DE-REPEAT PROTEIN T2.//0.74:58:34//MUS MUSCULUS 

(MOUSE). //Q06666 
F-HEMBAl 002886 

F-HEMBA1002896//HOMEOBOX PROTEIN H0X-B3 (H0X-2G) (HOX-2.7) .//4.7e-05:84: 
35//H0M0 SAPIENS (HUMAN) . //P14651 

F-HEMBA1002921//TAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN) .//O. 21: 
42:42//HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (RF/HAT ISOLATE) (HIV-1).//P0 
5908 

F-HEMBAi002924//EC PROTEIN HOMOLOG 2 (FRAGMENT) . //0.85:75:22//ARABID0PSI 
S THALIANA (MOUSE-EAR CRESS) . //Q42377 

F-HEMBA1002934//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//3.4e-31: 92:72// 
HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBA1002935//GASTRULA ZINC FINGER PROTEIN XLCGF58.1 (FRAGMENT) .//7.7e 
-06:187:29//XENOPUS LAEVIS (AFRICAN CLAWED FROG) .//P18730 
F-HEMBA1002937//SUPPRESSOR PROTEIN SRP40 . //O . 00031 : 150 : 24//SACCHAR0MYCES 
CEREVISIAE (BAKER'S YEAST) . //P32583 
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F-HEMBA1002939//ANKYRIN R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE ANKYRIN)./ 
/5.2e-25:225:33//H0M0 SAPIENS (HUMAN) .//P16157 
F-HEMBAl 002944 

F-HEMBA1002g51//TRICHOHYALIN.//0.001l:220:24//HOMO SAPIENS (HUMAN) . //Q07 

283 

F-HEMBA1002954//PROBABLE E8 PROTEIN. //0.98:49:32//B0VINE PAPILLOMAVIRUS 
TYPE 4.//P08352 

F-HEMBA1002968//ACCESSORY GLAND PEPTIDE PRECURSOR (PARAGONIAL PEPTIDE B) 
.//0.93:41:34//DR0S0PHILA SECHELLIA (FRUIT FLY) . //018417 
F-HEMBA1002970//!!!! ALU SUBFAMILY SP WARNING ENTRY !!! !//0. 00010:35:62/ 
/HOMO SAPIENS (HUMAN) .//P39193 . 

F-HEMBA1002971//INSULIN.//1.0:3l:35//HYDR0LAGUS COLLIEI (SPOTTED RATFISH 
) (PACIFIC RATFISH), AND CHIMAERA MONSTROSA (RABBIT FISH) .//P09536 
F-HEMBA1002973//CAMP-DEPENDENT 3' ,5' -CYCLIC PHOSPHODIESTERASE 4B (EC 3.1 
.4.17) (DPDE4).//3.0e-29:63:100//RATTUS NORVEGICUS (RAT) . //P14646 
F-HEMBA1002997//HYP0THETICAL 106.5 KD PROTEIN IN CTT1-PRP31 INTERGENIC R 
EGION.//1.0e-08:211:28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P5325 
3 

F-HEMBA1002999//SUPPRESSOR PROTEIN SRP40.//0.026: 175:23//SACCHAR0MYCES C 
EREVISIAE (BAKER'S YEAST). //P32583 

F-HEMBA1003021//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!! !//l .3e-36: 102:70 
//HOMO SAPIENS (HUMAN) .//P39194 

F-HEMBA1003033//HYPOTHETICAL 23.1 KD PROTEIN CY277.20C.//0.029:75:29//MY 
COBACTER I UM TUBERCULOS I S . //P7 1779 

F-HEMBA1003034//!!!! ALU SUBFAMILY SC WARNING ENTRY !!! !//6.3e-23: 144:46 
//HOMO SAPIENS (HUMAN) .//P39192 

F-HEMBA1003035//HYPOTHETICAL 13.3 KD PROTEIN IN AROD-COMER INTERGENIC RE 
G ION . //O . 99 : 55 : 30//BAC I LLUS SUBT I L I S . //P54457 

F-HEMBA1003037//DNA-BINDING PROTEIN INHIBITOR ID-4.//0.17:42:40//HOMO SA 
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PI ENS (HUMAN). //P47928 

F-HEMBA1003041//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS) 
.//0.69:28:46//H0M0 SAPIENS (HUMAN) . //P30808 

F-HEMBA1003046//MIT0CH0NDRIAL PROCESSING PROTEASE BETA SUBUNIT PRECURSOR 
(EC 3.4.24.64) (BETA-MPP) (P-52) .//7.9e-124:253:96//H0M0 SAPIENS (HUMAN 
).//075439 

F-HEMBA1003064//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 5 (EC 1.6.5.3) .//O. 
25:263:22//TRYPAN0S0MA BRUCE I BRUCEI . //P04540 

F-HEMBA1003067//HYPOTHETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC R 
EGION.//4.1e-05:189:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P5321 
4 

F-HEMBA1003071//CUTICLE COLLAGEN 40.//6.0e-07:126:38//CAEN0RHABDITIS ELE 

GANS.//P34804 

F-HEMBA1003077//FIBROMODULIN PRECURSOR (FM) (COLLAGEN-BINDING 59 KD PROT 
EIN).//2.4e-12:139:34//H0M0 SAPIENS (HUMAN) . //Q06828 

F-HEMBA1003078//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TR 
ANSCRIPTASE (EC 2.7.7.49); ENDONUCLEASE] .//7.2e-05:60:40//MUS MUSCULUS ( 
MOUSE). //PI 1369 

F-HEMBA1003079//PROTEIN Q300.//0.0012:16:87//MUS MUSCULUS (MOUSE) . //Q027 

22 

F-HEMBA1003083// ! ! ! ! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//3.3e-32:95:75/ 

/HOMO SAPIENS (HUMAN) . //P39189 

F-HEMBA1003086 

F-HEMBA1003096//PROTAMINE lA (IRIDINE lA) .//O. 36:20 :40//SALMO IRIDEUS (R 
AINBOW TROUT). //P02328 

F-HEMBA1003098//!!!! ALU SUBFAMILY J WARNING ENTRY !! ! !//4.4e-09:43:72// 
HOMO SAPIENS (HUMAN) .//P39188 

F-HEMBA1003117//PUTATIVE CUTICLE COLLAGEN C09G5.5.//1.0:88:38//CAENORHAB 
DITIS ELEGANS.//Q09456 
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F-HEMBA1003129//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4L (EC 1.6.5.3).//0 
.61:63:25//APIS MELLIFERA (HONEYBEE) .//P34859 

F-HEMBA1003133/ /COLLAGEN ALPHA 2 (VI I I) CHAIN (ENDOTHELIAL COLLAGEN) (ERA 
GMENT).//0.48:79:37//HOMO SAPIENS (HUMAN) . //P25067 

F-HEMBA1003136//MANNOSE-1-PHOSPHATE GUANYLTRANSFERASE (EC 2.7.7.13) (ATP 
-MANNOSE-1- PHOSPHATE GUANYLYLTRANSFERASE) (NDP-HEXOSE PYROPHOSPHORYLASE 
) .//3.6e-25:190:34//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST) .//P41940 
F-HEMBA1003142 

F-HEMBA1003148//HYPOTHETICAL 56.4 KD PROTEIN IN RPL30-CWH41 INTERGENIC R 
EGION PRECURSOR. //0.068:171:23//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
.//P53189 

F-HEMBA1003166//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//1.8e-13:54:66/ 
/HOMO SAPIENS (HUMAN) .//P39192 

F-HEMBA1003175//HYPOTHETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC R 
EGION. //O. 015: 147:31//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P53214 
F-HEMBAl 003179//PROBABLE TRNA (5-METHYLAM I N0METHYL-2-TH I OUR I DYLATE) -METH 
YLTRANSFERASE (EC 2.1.1.61) .//2.6e-51:164:47//BACILLUS SUBTILIS.//035020 
F-HEMBA1003197 

F-HEMBA1003199//HOMEOBOX PROTEIN H0X-A4 (HOX-ID) (HOX-1.4) .//O. 00049:83: 
38//H0M0 SAPIENS (HUMAN) .7/Q00056 

F-HEMBA1003202//SPERM PROTAMINE Pl.//0.98:53:28//PLANIGALE GILESI (FLAT- 
SKULLED MARSUPIAL MOUSE). //018747 

F-HEMBA1003204//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//5.2e-22:42:80/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-HEMBA1003212//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//1.6e-18:74:71/ 

/HOMO SAPIENS (HUMAN) .//P39193 

F-HEMBA1003220//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//3.3e-18:56:78/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-HEMBA1003222//HYPOTHETICAL 37.5 KD PROTEIN IN GNTR-HTPG INTERGENIC REG 
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ION. //O. 0018: 159:27//BACILLUS SUBTILIS.//P46327 

F-HEMBA1003229//DIHYDRODIPICOLINATE SYNTHASE 1 PRECURSOR (EC 4.2.1.52) ( 
DHDPS).//1.0:85:28//TRITICUM AESTIVUM (WHEAT) . //P24846 ' 
F-HEMBA1003235//TROPOMYOSIN. //8.3e-07: 109:33//SCHIZ0SACCHAR0MYCES POMBE 
(FISSION YEAST) . //Q02088 
F-HEMBA1003250 

F-HEMBA1003257//HYP0THETICAL PROLINE-RICH PROTEIN (FRAGMENT) .//I. 5e-07: 2 

7:74//0WENIA FUSIFORMIS.//P21260 

F-HEMBA1003273 

F-HEMBA1003276 

F-HEMBA1003278 

F-HEMBA1003281//HOMEOBOX PROTEIN H0X-A4 (CHOX-1.4) .//O. 0053: 116: 36//GALL 
US CALLUS (CHICKEN). //P17277 

F-HEMBA1003286//DNA-DIRECTED RNA POLYMERASE SUBUNIT N (EC 2.7.7.6) .//O. 9 
6 : 37 : 35//SULF0L0BUS AC I DOCALDAR I US . //P39472 

F-HEMBA1003291//5' -AMP-ACTIVATED PROTEIN KINASE, CATALYTIC ALPHA-2 CHAIN 
(EC 2.7.1.-) (AMPK ALPHA-2 CHAIN) (FRAGMENT) .//3.3e-15:68:39//SUS SCROF 
A (PIG).//Q28948 

F-HEMBA1003296//PULMONARY SURFACTANT-ASSOCIATED PROTEIN B (SP-B) (6 KD P 
ROTEIN) (PULMONARY SURFACTANT-ASSOCIATED PROTEOLIPID SPL(PHE)).//0.. 98:49 
:28//B0S TAURUS (BOVINE) . //P15781 

F-HEMBA1003304//MIT0CH0NDRIAL RIBOSOMAL PROTEIN S19.//0.99:36:30//PROTOT 
HECA WICKERHAMII.//P46750 

F-HEMBA1003309//HYPOTHETICAL 7.9 KD PROTEIN. //0,69:54:37//VACCINIA VIRUS 

(STRAIN WR), AND VACCINIA VIRUS (STRAIN COPENHAGEN) . //P04306 
F-HEMBA1003314//MIXED LINEAGE KINASE 2 (EC 2.7.1.-) (FRAGMENT) . //2.3e-06 
:143:22//H0M0 SAPIENS (HUMAN) .//Q02779 

F-HEMBA1003322//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//1.5e-30:53:77/ 
/HOMO SAPIENS (HUMAN) .//P391 94 
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F-HEMBA1003327 

F-HEMBA1003328//TAT PROTEIN (TRANSACT I VAT I NG REGULATORY PROTEIN) (FRAGME 
NT).//0.53:21:42//HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (BH5 ISOLATE) (HIV 
-1).//P04612 

F-HEMBA1003330//LONG NEUROTOXIN 3 (TOXIN VN2) .//1,0:26:34//DENDROASPIS P 
OLYLEPIS POLYLEPIS (BLACK MAMBA) .//P25667 

F-HEMBA1003348//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//6.5e-09:56:66/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-HEMBA1003369//ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR. //O. 00 
42:97:36//ARABID0PSIS THALIANA (MOUSE-EAR CRESS) .//P40602 
F-HEMBA1003370//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//7.0e-18: 99:53// 
HOMO SAPIENS (HUMAN) .//P39188 

F-HEMBA1003373 

F-HEMBA1003376// ! ! ! ! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//4.7e-16:60:75/ 
/HOMO SAPIENS (HUMAN) . //P39189 

F-HEMBA1003380// ! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.8e-10:50:68// 

HOMO SAPIENS (HUMAN) .//P39188 
F-HEMBA1003384 

F-HEMBA1003395//PR0BABLE E5 PROTEIN. //O. 62: 64 :29//HUMAN PAPILLOMAVIRUS T 
YPE 16.//P06927 

F-HEMBA1003402//HYPOTHETICAL 12.0 KD PROTEIN IN TUB1-CPR3 INTERGENIC REG 
ION PRECURSOR. //0.89:74:33//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). //Q 
04521 

F-HEMBA1003403//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP25) (FRA 
GMENT).//0.0010:69:33//RATTUS NORVEGICUS (RAT) .//P10164 
■ F-HEMBAI003408//WEB1 PROTEIN (PROTEIN TRANSPORT PROTEIN SEC31) .//4.8e-06 
:93:25//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P38968 
F-HEMBA1003417//PROCOLLAGEN ALPHA 1(11) CHAIN PRECURSOR [CONTAINS: CHOND 
ROCALCIN] .//0.0021:140:34//MUS MUSCULUS (MOUSE) . //P28481 
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F-HEMBA1003418//SPLICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICI 
NG FACTOR SRP75) .//1.7e-14: 188:33//H0M0 SAPIENS (HUMAN) .//Q08170 
F-HEMBA1003433//DNA REPAIR PROTEIN XRS2.//1.0:88:35//SACCHAROMYCES CEREV 
ISIAE (BAKER'S YEAST) .//P33301 

F-HEMBA1003447//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP25) (FRA 
GMENT).//0.0061:69:33//RATTUS NORVEGICUS (RAT) .//P10164 
F-HEMBA1003461//SPIDROIN 1 (DRAGLINE SILK FIBROIN 1) (FRAGMENT) .//2.3e-0 
9:239:33//NEPHILA CLAVIPES (ORB SPIDER) .//PI 9837 

F-HEMBA1003463//METALLOTHIONEIN-A (MTA) (FRAGMENT) .//I. 0:40: 35//SPHAEREC 
HINUS GRANULAR IS (PURPLE SEA URCHIN) .//Q26497 

F-HEMBA1003480//FUSARIC ACID RESISTANCE PROTEIN FUSB.//0.0.043:96:32//BUR 
KHOLDERIA CEPACIA (PSEUDOMONAS CEPACIA) .//P24127 

F-HEMBA1003528//36.4 KD PROLINE-RICH PROTEIN. //6.4e-15:167:33//LYC0PERSI 
CON ESCULENTUM (TOMATO) .//Q00451 

F-HEMBA1003531//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//1.2e-18:58:78/ 
/HOMO SAPIENS (HUMAN) . //P39189 

F-HEMBA1003538//COMPLEMENT CIR COMPONENT PRECURSOR (EC 3.4.21.41) .//2.5e 
-28: 136: 47/ /HOMO SAPIENS (HUMAN) .//P00736 , 

F-HEMBA1003545// INSULIN GENE ENHANCER PROTEIN ISL-2 (ISLET-2) .//9.2e-105 
: 217 :85//RATTUS NORVEGICUS (RAT). //P50480 " 
F-HEMBAl 003548 

F-HEMBA1003555//HYPOTHETICAL 31.9 KD PROTEIN IN BETl-PANl INTERGENIC REG . 
ION.//8.7e-57:180:55//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P40558 
F-HEMBA1003556//HYP0THETICAL 19.2 KD PROTEIN IN COX-REP INTERGENIC REGIO 
N (0RF5) (ORF21).//0.53:97:25//BACTERIOPHAGE HP1.//P51706 
F-HEMBA1003560//GUANINE NUCLEOT I DE-BINDING PROTEIN G(I)/G(S)/G(0) GAMMA- 
2 SUBUNIT (G GANMA-I).//1.8e-32:71:l00//B0S TAURUS (BOVINE) .//P16874 
F-HEMBA1003568//ZINC-FINGER PROTEIN RFP (RET FINGER PROTEIN) .//4. le-19: 1 
26:31//H0M0 SAPIENS (HUMAN) .//P14373 
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F-HEMBA1003569//METASTASIS-ASSOCIATED PROTEIN MTAl.//3.9e-83:143:74//H0M 
0 SAPIENS (HUMAN). //Q13330 

F-HEMBA1003571//HYPOTHETICAL 8.7 KD PROTEIN (READING FRAME D) .//I. 0:64:2 
5//STAPHYL0C0CCUS AUREUS. //P03860 

F-HEMBA1003579//CYTOTOXIN 1 (CYTOTOXIN V-II-1) (TOXIN V(I I) 1) . //I . 0:41 :2 
9//NAJA MELANOLEUCA (FOREST COBRA) (BLACK-LIPPED COBRA) .//P01448 
F-HEMBA1003581//TALIN.//3.7e-36:52:98//MUS MUSCULUS (MOUSE) . //P26039 
F-HEMBA1003591//CHLOROPLAST 28 KD RIBONUCLEOPROTEIN PRECURSOR (28RNP).// 
1.6e-05:9l:31//NIC0TIANA SYLVESTRIS (WOOD TOBACCO) . //P19682 
^ F-HEMBA1003595//HYP0THETICAL 12.0 KD PROTEIN IN DST1-HEM2 INTERGENIC REG 
ION.//1.0:55:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P53182 
F-HEMBA1003597 

F-HEMBA1003598//T-CELL RECEPTOR BETA CHAIN PRECURSOR (ANA 11) .//4.9e-10: 
85:41//0RYCT0LAGUS CUNICULUS (RABBIT) . //P06333 

F-HEMBA1003615//PUTATIVE MINOR COAT PROTEIN (0RF43) .//0.086: 10:70//BACTE 
RIOPHAGE PHI-LF.//Q07482 

F-HEMBA1003617//HYPOTHETICAL 36.8 KD PROTEIN C26A3.16 IN CHROMOSOME I.// 
4.4e-13:58:48//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q10169 
F-HEMBA1003621//LONG NEUROTOXIN 1 (NEUROTOXIN A) .//0.096:40:37//0PHI0PHA 
GUS- HANNAH (KING COBRA) (NAJA HANNAH). //P01387 . 
F-HEMBA1003622 
F-HEMBA1003630 

F-HEMBA1003637//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.4e-13:47:74// 
HOMO SAPIENS (HUMAN) .//P39188 

F-HEMBA1003640//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! I !//0.87:25:64//H0 
MO SAPIENS (HUMAN). //P39193 

F-HEMBA1003645//HYPOTHETICAL 40.4 KD TRP-ASP REPEATS CONTAINING PROTEIN 
C14B1.4 IN CHROMOSOME III. //I. 8e-10:l57:26//CAEN0RHABDITIS ELEGANS.//Q17 
963 
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F-HEMBA1003646//SERINE-ARGININE PROTEIN 55 (SRP55) (ENHANCER OF DEFORMED 
) (52-KD BRACKETING PROTEIN) (852 PROTEIN) .//4.9e-05: 207: 27//DR0S0PHILA 
MELANOGASTER (FRUIT FLY) .//P26686 
F-HEMBAl 003656 

F-HEMBA1003662//PROLINE-RICH PEPTIDE P-B.//0.57:17:52//HOMO SAPIENS (HUM 
AN).//P02814 

F-HEMBA1003667//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//6.0e-16:43:72/ 
/HOMO SAPIENS (HUMAN) .//P391 94 

F-HEMBA1003679 

F-HEMBA1003680//PUTATIVE AMINOPEPTIDASE ZK353.6 IN CHROMOSOME III (EC 3. 
4 . 1 1 . -) . //3 . 9e-08 : 137 : 27//CAEN0RHABD I T I S ELEGANS . //P34629 
F-HEMBA1003684//ZINC FINGER PROTEIN 151 (POLYOMAVIRUS LATE INITIATOR PRO 
MOTER BINDING PROTEIN) (LP-1) (ZINC FINGER PROTEIN Z13) .//2. le-20: 127:40 
//MUS MUSCULUS (MOUSE) .//Q60821 

F-HEMBA1003690//HYP0THETICAL PROTEIN KIAA0288 (HA6116) .//3.0e-85:20l:78/ 
/HOMO SAPIENS (HUMAN) .//P56524 

F-HEMBA1003692//CELL DIVISION CONTROL PROTEIN l.//0.13:69:30//SACCHAROMY 
CES CEREVISIAE (BAKER'S YEAST) .//P40986 

F-HEMBA1003711//CARCINOEMBRYONIC ANTIGEN PRECURSOR (CEA) (MECONIUM ANTIG 
EN 100) (CD66E ANTIGEN) .//O. 021: 153: 26//H0M0 SAPIENS (HUMAN) . //P06731 
F-HEMBA1003714//ABAECIN . //O . 99: 34 : 32//B0MBUS PASCUORUM . //P81463 
F-HEMBA1003715 

F-HEMBA1003720//LINE-i REVERSE TRANSCRIPTASE H0M0L0G.//5.4e-34: 155:56//H 
OMO SAPIENS (HUMAN). //P08547 

F-HEMBA1003725//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//1.3e-27:181:41//H 
OMO SAPIENS (HUMAN). //P08547 

F-HEMBA1003729//PTB-ASSOCIATED SPLICING FACTOR (PSF) .//O. 0037: 103: 33//H0 
MO SAPIENS (HUMAN). //P23246 

F-HEMBA1003733//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//5.0e-54:210:58//H 
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OMO SAPIENS (HUMAN). //P08547 

F-HEMBA1003742//MALE SPECIFIC SPERM PROTEIN MST84DB.//0.066:72:33//DROSO 

PHILA MELANOGASTER (FRUIT FLY) ,//Q01643 

F-HEMBA1003758 

F-HEMBA1003760//HYPOXIA-INDUCIBLE FACTOR 1 ALPHA (HIF-1 ALPHA) (ARNT INT 
ERACTING PROTEIN). //I. 5e-51: 220 :52//MUS MUSCULUS (MOUSE) .//Q61221 
F-HEMBAl 003773 
F-HEMBA1003783 

F-HEMBA 1003784 

^ F-HEMBA1003799//SH0RT NEUROTOXIN 1 (TOXIN AA C) .//O. 95:27 :37//ACANTH0PHI 
S ANTARCTICUS (COMMON DEATH ADDER) .//P01434 

F-HEMBA1003803//GAG POLYPROTEIN [CONTAINS: CORE PROTEINS P15, P12, P30]. . 
//0.46:96:34//FELINE SARCOMA VIRUS (STRAIN SNYDER-THEILEN) . //P03338 
F-HEMBA1003804//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS) 
.//0.019:30:50//HOMO SAPIENS (HUMAN) . //P30808 

F-HEMBA1003805//HYPOTHETICAL 75.0 KD PROTEIN B0280.il IN CHROMOSOME III. 

//1.8e-20: 109:47//CAEN0RHABDITIS ELEGANS.//P42083 

F-HEMBA1003807 

^ F-HEMBA1003827//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT) .//2.1e-09: 2 
- 3:78//0WENIA FUSIFORMIS.//P21260 
F-HEMBA1003836//MOB1 PROTEIN (MPSl BINDER 1) .//2.0e-31:134:52//SACCHAROM 
YCES CEREVISIAE (BAKER'S YEAST) . //P40484 

F-HEMBA1003838//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//3.9e-22:39:76/ 

/HOMO SAPIENS (HUMAN) .//P391 92 

F-HEMBA1003856 

F-HEMBA1003864//HYPOTHETICAL 39.4 KD PROTEIN IN MET1-SIS2 INTERGENIC REG 
ION.//1.5e-15:194:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P36 151 
F-HEMBA1003866//PROTEIN A39.//0.0027:72:33//VACCINIA VIRUS (STRAIN COPEN 
HAGEN).//P21062 
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F-HEMBA1003879//80 KD NUCLEAR CAP BINDING PROTEIN (NCBP 80 KD SUBUNIT) ( 
CBP80).//2.9e-16:22:lOO//HOMO SAPIENS (HUMAN) .//Q09161 
F-HEMBA1003880//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//0.99:39:38/ 
/FELIS SILVESTRIS CATUS (CAT) . //P48896 

F-HEMBA1003885//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//3.5e-28:47:76/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-HEMBA1003893//HYP0THETICAL 27.8 KD PROTEIN IN VMA7-RPS25A INTERGENIC R 
EGI0N.//l,7e-57:215:51//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P5321 
5 

F-HEMBA1003902 
F-HEMBA1003908 

F-HEMBA1003926//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//4.3e-10:60:63// 

HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBA1003937// ! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//8. le-29:68:64/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-HEMBA1003939//PROTEIN Q300.//0.0025:24:62//MUS MUSCULUS (MOUSE) . //Q027 
22 

F-HEMBA1003942//EXCITATORY INSECT TOXIN BJXTR-IT PRECURSOR (BJ-XTRIT) .// 
0.084:67:31//BUTHOTUS JUDAICUS (SCORPION) (HOTTENTOTTA JUDAICA) .//P56637 
F-HEMBA1003950//HYP0THETICAL'8.1 KD PROTEIN IN SPEA-METK INTERGENIC REG! 
ON (071).//0.95:26:34//ESCHERICHIA COLI .//P46878 

F-HEMBA1003953//ZINC FINGER PROTEIN MFG-1 (ZINC FINGER PROTEIN 58) (FRAG 
MENT).//2.5e-17:89:46//MUS MUSCULUS (MOUSE) . //P16372 

F-HEMBA1003958//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//4.2e-23:43:76//H0 

MO SAPIENS (HUMAN). //P08547 

F-HEMBA1003959 

F-HEMBA1003976//HYP0THETICAL PROTEIN KIAA0076 (HA0936) .//O. 99:88 :28//H0M 
0 SAPIENS (HUMAN). //Q14999 

F-HEMBA1003978//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930). //O. 9 
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8:19:57//HGM0 SAPIENS (HUMAN) .//P22531 

F-HEMBA1003985//LYSYL-TRNA SYNTHETASE (EC 6.1.1.6) (LYSINE— TRNA LIGASE) 

(LYSRS) (FRAGMENT).//1.0:40:32//MYCOBACTERIUM LEPRAE. //P46861 
F-HEMBA1003987//HYPOTHETICAL PROTEIN UL66.//0.27:65:33//HUMAN CYTOMEGALO 

VIRUS (STRAIN AD169) .//P16822 

F-HEMBA1003989//MALE SPECIFIC SPERM PROTEIN MST84DB.//5.2e-05:64:40//DRO 
SOPHILA MELANOGAStER (FRUIT FLY) .//Q01643 

F-HEMBA1004000//PROTEIN Q300.//0. 00042: 17 :82//MUS MUSCULUS (MOUSE) .//Q02 
722 

F-HEMBA1004011//ALPHA-TYPE CALCITONIN GENE-RELATED PEPTIDE PRECURSOR (CG 
RP-I).//0.47:106:32//HOMO SAPIENS (HUMAN) .//P06881 

F-HEMBA1004012//ATP SYNTHASE PROTEIN 9, MITOCHONDRIAL (EC 3.6.1.34) (LIP 
ID-BINDING PROTEIN) . //O . 96 : 36 : 33//PARAMECIUM TETRAURELI A . //P16001 
F-HEMBA1004015//HYPOTHETICAL 29.3 KD PROTEIN B0280.6 IN CHROMOSOME III./ 
/O. 00018: 90 :34//CAEN0RHABDITIS ELEGANS.//P41997 

F-HEMBA1004024//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//5. le-34:75:80/ 

/HOMO SAPIENS (HUMAN) . //P39194 

F-HEMBA1004038 

F-HEMBA1004042 

F-HEMBA1004045//40S RIBOSOMAL PROTEIN S27A . //1 . 0 : 20 : 55//ASPARAC-US OFFICI 
NALIS (GARDEN ASPARAGUS) .//P31753 

F-HEMBA1004048//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//I. 3e-06: 158: 35//M 
US MUSCULUS (MOUSE). //P05 143 

F-HEMBA1004049//32 KD HEAT SHOCK PROTEIN (4-1 PROTEIN) .//O. 098: 106:32//D 
ICTYOSTELIUM DISCOIDEUM (SLIME MOLD) . //P54658 

F-HEMBA1004055//HYPOTHETICAL PROTEIN HI0258/259.//0.87:l33:23//HAEM0PHIL 
US INFLUENZAE. //P43974 

F-HEMBA1004056//!!!! ALU SUBFAMILY SB2 WARNING ENTRY ! ! ! !//3.3e-25:39:64 
//HOMO SAPIENS (HUMAN) .//P39191 
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F-HEMBA1004074//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//9.9e-08:35:68// 

HOMO SAPIENS (HUMAN) .//P39188 

F-HEMBA1004086 

F-HEMBA1004097//IMMEDIATE-EARLY PROTEIN IE4 (IE68) (FRAGMENT) ://0. 71: 95: 
35//HERPES SIMPLEX VIRUS (TYPE 2),//P14379 

F-HEMBA1004111//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//4.7e-26:84:64// 
HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBA1004131//SEPTIN 2 HOMOLOG (FRAGMENT) .//2.8e-34: 108: 63//H0MO SAPIE 
NS (HUMAN) .//Q14141 

F-HEMBA1004132//HYP0THETICAL PROTEIN HI1736.//1.0:44:34//HAEMOPHILUS INF 
LUENZAE.//P44300 

F-HEMBA1004133//HYPOTHETICAL 8.5 KD PROTEIN CY274.40C.//0.89:21:57//MYCO 
BACTERIUM TUBERCULOSIS. //Q 10826 

F-HEMBA1004138//EARLY NODULIN 75 (N-75) (NGM-75) (FRAGMENT) .//O. 016: 39: 4 
1//MEDICAG0 SATIVA (ALFALFA) .//PI 1728 

F-HEMBA1004143//CYTOCHROME C OXIDASE POLYPEPTIDE VIII PRECURSOR (EC 1.9. 
3.1).//0.93:34:29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P04039 
F-HEMBA1004146//BASIC PROLINE-RICH PEPTIDE P-E (IB-9) . //O. 63:52 :36//H0M0 

SAPIENS (HUMAN). //P02811 
F-HEMBA1004150//METALLOTHIONEIN-II (MT-I I) .//1.0:20-45//MUS MUSCULUS (MO 
USE).//P02798 

F-HEMBA1004164//! ! !! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//3.0e-13:57:71/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-HEMBA1004168//V-TYPE SODIUM ATP SYNTHASE SUBUNIT F (EC 3.6.1.34) (NA(+ 
)- TRANSLOCATING ATPASE SUBUNIT F) .//O. 00035: 90: 34//ENTER0C0CCUS HIRAE./ 

/P43437 

F-HEMBA1004199//HYPOTHETICAL HELICASE K12H4.8 IN CHROMOSOME III.//5.1e-l 

4:115:31//CAEN0RHABDITIS ELEGANS.//P34529 

F-HEMBA1004200 
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F-HEMBA1004202//YPT1-RELATED PROTEIN l.//2.5e-24:96:52//SCHIZ0SACCHAR0MY 
CES POMBE (FISSION YEAST) . //P11620 

F-HEMBAl 004203//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//2.2e-09:48:64/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-HEMBA1004207//HYPOTHETICAL 8.7 KD PROTEIN IN RPL22-RPL23 INTERGENIC RE 
GION (ORF70).//0.98:51:33//ASTASIA LONGA (EUGLENOPHYCEAN ALGA) .//P34779 
F-HEMBAl 004225//METALLOTH I ONE I N- I I . / / 1 . 0 : 30 : 33/ /CAND I DA GLABRATA (YEAST) 

(TORULOPSIS GLABRATA). //P151 14 
F-HEMBA1004227//PUTATIVE PROTEIN PHOSPHATASE 2C (EC 3.1.3.16) (PP2C) (KI 
AA0015).//5.9e-06:109:33//HOMO SAPIENS (HUMAN) . //P49593 
F-HEMBAl 004238//VERY HYPOTHETICAL XYLU PROTEIN. //O. 98: 39: 38//ESCHERICHIA 

COLI.//P05056 

F-HEMBA1004241//SOX-13 PROTEIN (FRAGMENT) .//O. 66:36 :38//MUSMUSCULUS (MO 
USE) . //Q04891 
■ F-HEMBAl 004246 

F-HEMBA1004248//INSULIN-INDUCED GROWTH RESPONSE PROTEIN CL-6 (IMMEDIATE- 
EARLY PROTEIN CL-6).//1.0e-43:98:84//RATTUS NORVEGICUS (RAT) .//Q08755 
F-HEMBA1004264//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT) .//O. 014: 
160:28//NEPHILA CLAVIPES (ORB SPIDER) .//P46804 

F-HEMBAl 004267//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! I !//1.8e-52:56:83/ 
/HOMO SAPIENS (HUMAN) .//P39189 
F-HEMBAl 004272 

F-HEMBA1004274//HYPOTHETICAL 13.0 KD PROTEIN F59B2.10 IN CHROMOSOME III. 
//O . 00084 : 33 : 54//CAEN0RHABDITIS ELEGANS. //P34485 

F-HEMBA1004275//HYPOTHETICAL 56.5 KD PROTEIN IN CAJ1-H0M3 INTERGENIC REG 
ION.//9.3e-06:125:27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P40034 
F-HEMBA1004276//BETA-ADAPTIN 1 (PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN 
BETA SUBUNIT) (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 BETA LARGE CHAIN) (AP 
105A).//3.7e-30:239:32//HOMO SAPIENS (HUMAN) .//Q10567 
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F-HEMBA1004286//CUTICLE COLLAGEN 34.//0.0027:7l:38//CAENORHABDITIS ELEGA 
NS.//P34687 

F-HEMBA1004289//PTR3 PROTEIN (SSY3 PROTEIN) .//I. 0:76: 28//SACCHAR0MYCES C 
EREVISIAE (BAKER'S YEAST) . //P43606 

F-HEMBA1004295//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS) 
.//0.075:58:39//HOMO SAPIENS (HUMAN) .//P30808 

F-HEMBA1004306//HYPOTHETICAL 29.3 KD PROTEIN (0RF92) .//0.020: 132:30//0RG 
YIA PSEUDOTSUGATA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV) .//010341 
F-HEMBA1004312//EARLY PROTEIN I73R.//0.99:65:32//AFRICAN SWINE FEVER VIR 
US (STRAIN BA71V) (ASFV) .//P27946 

F-HEMBA1004321//ZINC FINGER PROTEIN 90 (ZFP-90) (ZINC FINGER PROTEIN NKl 
0).//4.3e-43:133:44//MUS MUSCULUS (MOUSE) .//Q6 1967 

F-HEMBA1004323 

F-HEMBA1004327//SMALL PROLINE-RICH PROTEIN 2-l.//0.027:48:43//HOMO SAPIE 
NS (HUMAN). //P35326 

F-HEMBA1004330//HOMEOBOX PROTEIN ENGRAILED-1 (HU-EN-1) .//O. 46:70 :34//H0M 
0 SAPIENS (HUMAN). //Q05925 

F-HEMBA1004334//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //7.7e-05:83:34//HO 
MO SAPIENS (HUNAN). //P08547 

F-HEMBA10043357/ ! ! ! V ALU SUBFAMILY SX- WARNING ENTRY ! ! ! ! //270e-24 : 41 :80/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-HEMBA1004341//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) ..//2.8e-06: 148: 35//M 
US MUSCULUS (MOUSE). //P05143 

F-HEMBA1004353//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//2.2e-29:57:80/ 
/HOMO SAPIENS (HUMAN) . //P391'95 

F-HEMBA1004354//CHL1 PROTEIN. //0.017:40:40//SACCHAROMYCES CEREVISIAE (BA 

KER'S YEAST). //P22516 

F-HEMBA1004356 

F-HEMBA1004366//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //O. 00045: 49 :46//H0 



2 2 14 



2002-3046780 



#2000—183767 



MO SAPIENS (HUMAN) .//P08547 

F-HEMBA1004372//VERY HYPOTHETICAL 20.6 KD PROTEIN C56F8.15 IN CHROMOSOME 

I.//1.0:125:28//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q10263 
F-HEMBA1004389//HYPOTHETICAL 113.1 KD PROTEIN IN PRE5-FET4 INTERGENIC RE 
GION.//0.76:170:25//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//Q04893 
F-HEMBA1004394 

F-HEMBA1004396//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//1.2e-10:72:51//HO 
MO SAPIENS (HUMAN). //P08547 

F-HEMBA1004405 

F-HEMBA1004408//PEPTIDYL-PROLYL CIS-TRANS ISOMERASE 10 (EC 5.2.1.8) (PPI 
ASE) (ROTAMASE) (CYCLOPHILIN-10) .//2.7e-29:146:48//CAEN0RHABDITIS ELEGAN 
S.//P52017 

F-HEMBA1004429//!!!! ALU SUBFAMILY SB2 WARNING ENTRY !!! !//0. 0019:47:59/ 
/HOMO SAPIENS (HUMAN) .//P39191 

F-HEMBA1004433//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//l. le-20:47:68/ 
/HOMO SAPIENS (HUMAN) .//P391 92 

F-HEMBA1004460//!!!! ALU SUBFAMILY SP WARNING ENTRY !!! !//6.2e-64: 134:69 
//HOMO SAPIENS (HUMAN) .//P39193 

F-HEMBA1004461//METALLOTHIONEIN-LIKE PROTEIN l.//1.0:39:35//PISUM SATIVU 
M (GARDEN PEA). //P20830 

F-HEMBA1004479//HYPOXIA-INDUCIBLE FACTOR 1 ALPHA (HIF-1 ALPHA) (ARNT INT 
ERACTING PROTEIN). //9.7e-43: 101 :48//MUS MUSCULUS (MOUSE) .//Q61221 
F-HEMBA1004482//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) .//I. 0:41:36//CANDID 
A GLABRATA (YEAST) (TORULOPSIS GLABRATA) .//P05040 

F-HEMBA1004499//TUBULIN BETA CHAIN. //O. 00021: 55 :36//CAEN0RHABDITIS ELEGA 

NS.//P52275. 

F-HEMBA1004502 

F-HEMBA1004506//HYPOTHETICAL PROTEIN 0RF-1137.//5.3e-ll:119:35//MUS MUSC 
ULUS (MOUSE). //PI 1260 
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F-HEMBA1004507//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66) .//O. 
00072: 90 :37//H0M0 SAPIENS (HUMAN) . //Q15428 

F-HEMBA1004509//HYPOTHETICAL 52.2 KD PROTEIN IN MPR1-GCN20 INTERGENIC RE 
GI0N.//6.3e-28:169:42//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P43589 
F-HEMBA1004534//END0THELIAL ACTIN-BINDING PROTEIN (ABP-280) (NONMUSGLE F 
ILAMIN) (FILAMIN 1) . //I .3e-80:226:66//H0MO SAPIENS (HUMAN) .//P21333 
F-HEMBA1004538//HYPOTHETICAL PROTEIN MJ0764 . //O . 96 : 28: 35//METHAN0C0CCUS 
JANNASCHII.//Q58174 

F-HEMBA1004542//METALLOTHIONEIN (MT) .//0.78:36:41//GADUS MORHUA (ATLANTI 

C COD). //P5 1902 

F-HEMBA1004554 

F-HEMBA1004560//HYPOTHETICAL PROTEIN KIAA0281 (HA6725) .//4.2e-15:56:69// 

HOMO SAPIENS (HUMAN) . //Q92556 

F-HEMBA1004573//CIRCUMSPOROZOITE PROTEIN PRECURSOR (CS) .//O. 65:31 :58//PL 
ASMODIUM BERGHEI.//P06915 

F-HEMBA1004577//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//3.9e-08:35:80/ 
/HOMO SAPIENS (HUMAN). //P39195 

F-HEMBA1004586//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//6.6e-08:64:54/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-'KEMBA10045g6//HETER0GENE0US NUCLEAR" RIBONUCLEOPROTEIN C (HNRNP C-) (HNR 
NP CORE PROTEIN C) (FRAGMENT) .//O. 00057: 88:31 //RATTUS NORVEGICUS (RAT)./ 

/P17132 

F-HEMBA1004604//COLLAGEN ALPHA 2(XI) CHAIN PRECURSOR (FRAGMENT) . //O . 045 : 
37:45//MUS MUSCULUS (MOUSE) .//Q64739 

F-HEMBA1004610//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//4.3e-ll:73:54// 

HOMO SAPIENS (HUMAN) .//P39188 

F-HEMBA1004617 

F-HEMBA1004629 

F-HEMBA1004631//HYPOTHETICAL 7.8 KD PROTEIN IN WAPA-LICT INTERGENIC REGI 
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ON . //I . 0 : 36 : 38//BACILLUS SUBTI LI S . //P42303 

F-HEMBA1004632//PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR (LIGHT 
-HARVESTING 8.0 KD POLYPEPTIDE) .//0.86:48:35//SYNECHOGOCCUS ELONGATUS NA 
EGELI.//P20453 

F-HEMBA1004637//HYPOTHETICAL 83.6 KD PROTEIN R05D3.2 IN CHROMOSOME III./ 
/1.7e-32: 159:42//CAEN0RHABDITIS ELEGANS.//P34535 

F-HEMBA1004638//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT) .//2.8e-06: 5 
0:46//OWENIA FUSIFORMIS.//P21260 

F-HEMBA1004666//T0XIN S6C4.//1.0:36:30//DENDROASPIS JAMESONI KAIMOSAE (E 
ASTERN JAMESON'S MAMBA).//P25682 

F-HEMBA1004669//SPLICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICI 
NG FACTOR SRP75) .//1.6e-12: 105:42//HOMO SAPIENS (HUMAN) .//Q08170 
F-HEMBA1004670//PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. //2,5e-06: 62: 45// 
HOMO SAPIENS (HUMAN) . //P02452. 

F-HEMBA1004672//HYPOTHETICAL PROTEIN MJ0437 . //O . 95 : 37 : 29//METHAN0C0CCUS 
JANNASCHII.//Q57£f79 

F-HEMBA1004693//MYOSIN HEAVY CHAIN, NONMUSCLE TYPE B (CELLULAR MYOSIN HE 
AVY CHAIN, TYPE B) (NMMHC-B) .//O. 00035: 217: 23//H0M0 SAPIENS (HUMAN). //P3 
5580 

CWPMO A l 0A4<?Q7 /"/ TMMITMAriT APITT TW C RTMnTMn PPnTPT M PRPrilBdnP /PPriTFTN 'HV 

. //O. 058:1 18 :30//STREPT0C0CCUS PYOGENES. //P50470 

F-HEMBA1004705//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//6.8e-09: 43:72// 
HOMO SAPIENS (HUMAN) ,//P39188 

F-HEMBA1004709//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//8.8e-18:50:84/ 
/HOMO SAPIENS (HUMAN) .//P39189 

F-HEMBA1004711//ETS-RELATED PROTEIN 71 (ETS TRANSLOCATION VARIANT 2).//0 
.0027: 148 :30//HOMO SAPIENS (HUMAN) .//000321 

F-HEMBA1004725//CUTICLE COLLAGEN 2.//0.0051:41:41//CAENORHABDITIS ELEGAN 
S.//P17656 
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F-HEMBA1004730//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//1.4e-22:210:37//H 
OMO SAPIENS (HUMAN) . //P08547 

F-HEMBA1004733//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//4.7e-07:50:62// 
HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBA1004734//UBIQUITIN-CONJUGATING ENZYME E2-18 KD (EC 6.3.2.19) (UBI 
QUITIN- PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42) -//9. 9e-39: 143 
:52//ARABID0PSIS THALIANA (MOUSE-EAR CRESS) .//P42743 

F-HEMBA1004736//LINE-1 REVERSE TRANSCRIPTASE HOMOL0G.//4.1e-60:210:61//H 
OMO SAPIENS (HUMAN). //P08547 
F-HEMBAl 004748 

F-HEMBA1004751//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//4.8e-20:88:63// 
HOMO SAPIENS (HUMAN). //P39188 

F-HEMBA1004752//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN) .//O. 
0043: 126 :34//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) .//P17437 
F-HEMBA1004753//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//7.8e-28:47:78/ 
/HOMO SAPIENS (HUMAN) . //P39193 

F-HENBA1004756//HYPOTHETICAL 53.3 KD PROTEIN IN HXT8-CAN1 INTERGENIC REG 
I0N.//0.22:77:27//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P39981 
F-HEMBAl 004758 

F-HEMBA1004763//HYP0THETICAL PROLINE-RICH PROTEIN (FR.4GMENT) . //I .le-OBrS 
8:43//0WENIA FUSIFORMIS.//P21260 

F-HENBA1004768//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//4.7e-65:298:53//H 
OMO SAPIENS (HUNAN). //P08547 
F-HEMBAl 004770 
F-HEMBA1004771 

F-HEMBA1004776//GRANULIN l.//0.78:28:42//CYPRINUS CARPIO (COMMON CARP)./ 
/P81013 

F-HENBAl 004778 

F-HEMBAl 004795//CDC4-L IKE PROTEIN (FRAGMENT) .//6.9e-20: 74: 63//H0MO SAPIE 
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NS (HUMAN). //P50851 

F-HEMBA1004803//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//1.4e-22:58:86//H0 
MO SAPIENS (HUMAN). //P08547 

F-HEMBA1004806//HYPOTHETICAL 24.3 KD PROTEIN IN PSBH-RPLll INTERGENIC RE 
GION (0RF182).//0.72:75:33//CYANQPH0RA PARAD0XA.//P48324 
F-HEMBA1004807 
F-HEMBA1004816 

F-HEMBA1004820//HEMOLYMPH TRYPSIN INHIBITOR A (BPI-TYPE) (FRAGMENT) .//I. 
0:50:38//MANDUCA SEXTA (TOBACCO HAWKMOTH) (TOBACCO HORNWORM) . //P26226 
F-HEMBA1004847//SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68) .//3.0e 
-76: 171: 91 //CAN IS FAMILIARIS (DOG) .//Q00004 

F-HEMBA1004850//COLLAGEN ALPHA l(XII) CHAIN (FRAGMENTS) .//3.0e-05: 64: 43/ 

/BOS TAURUS (B0VINE).//P25508 

F-HEMBA1004863//TOXIN C13S1C1 PRECURSOR. //0.38:52:30//DENDROASPIS ANGUST 
ICEPS (EASTERN GREEN MAMBA).//P18329 

F-HEMBA1004864//TAT PROTEIN (TRANSACT I VAT I NG REGULATORY PROTEIN) . (FRAGME 
NT) .//O. 89:24: 50//HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (BH5 ISOLATE) (HIV 
-1).//P04612 
F-HEMBA1004865 

F-HEMBAI004880 " - " " 

F-HEMBA1004889//SNALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N).//0. 

66:23:47//H0M0 SAPIENS (HUMAN) . //P22532 

F-HEMBA1004900 

F-HEMBA1004909 

F-HEMBA1004918//CHLOROPLAST 30S RIBOSOMAL PROTEIN S8 (FRAGMENT) .//O. 56: 3 
7:32//SPINACIA OLERACEA (SPINACH) . //P09597 

F-HEMBA1004923//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//3.5e-24:44:68// 
HOMO SAPIENS (HUMAN) .//P39188 

F-HEMBA1004929//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//O. 97:39:38/ 



2 2 19 



tfcl$E# 2002-3046780 



000—183767 



/ STRONG YLOCENTROTUS PURPURATUS (PURPLE SEA URCHIN) .//P15997 
F-HEMBA1004930//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//6.6e-15:64:59//H0 
MO SAPIENS (HUMAN). //P08547 

F-HEMBA1004933//VASODILATOR-STIMULATED PHOSPHOPROTEIN (VASP) .7/0.34:58:4 

1//H0M0 SAPIENS (HUMAN) .//P50552 

F-HEMBA1004934 

F-HEMBA1004944 

F-HEMBA1004954//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 3 (EC 1.6.5.3) .//O. 

58 : 78 : 30//PARAMEC I UM TETRAURELI A . //P15579 

F-HEMBA1004956//HYPOTHETICAL 18.8 KD PROTEIN (0RF4) .//0.98:57:31//PARAME 
CIUM TETRAURELIA.//P15605 

F-HEMBA1004960//HYPOTHETICAL 12.6 KD PROTEIN (ORFJ) (RETRON EC67).//1.0: 

58 : 27//ESCHER I CH I A COL I . //P2 1324 
F-HEMBA1004972 

F-HEMBA1004973//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930). //O. 9 
0:55:30//HOMO SAPIENS (HUMAN) . //P22531 
F-HEMBA1004977 
F-HEMBAl 004978' 

F-HEMBA1004980//MOTILIN PRECURSOR. //0.088:79:31//MACACA MULATTA (RHESUS 
MACAQUE). //018811 " - . . 

F-HEMBA1004983//10 KD CHAPERONIN (PROTEIN CPNIO) (PROTEIN GROES) .//0.87: 
5l:31//BUCHNERA APHIDIC0LA.//Q59176 

F-HEMBA1004995//MYOCYTE-SPECIFIC ENHANCER FACTOR 2B (SERUM RESPONSE FACT 
OR-LIKE PROTEIN 2) (XMEF2) (RSRFR2) .//O. 17:52 :40//HOMO SAPIENS (HUMAN)./ 
/Q02080 

F-HEMBA1005008//METALLOTHIONEIN (MT) .//1.0:52:32//CRASSOSTREA VIRGINICA 
(EASTERN OYSTER). //P23038 

F-HEMBA1005009//ACTIN.//3.5e-27:l7l:38//CANDIDA ALBICANS (YEAST) . //P1423 
5 
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F-HEMBA1005019//HYP0THETICAL PROTEIN HI1222.//0. 13:58:31//HAEM0PHILUS IN 
FLUENZAE.//P44129 

F-HEMBA1005029//P2Y PURINOCEPTOR 5 (P2Y5) (PURINERGIC RECEPTOR 5) (6H1). 
//0.76:72:31//GALLUS GALLUS (CHICKEN) .//P32250 

F-HEMBA1005035//HOMEOBOX PROTEIN HB9. //0.0086:60:40//HOMO SAPIENS (HUMAN 
).//P50219 

F-HEMBA1005039//SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N).//0. 
47:49:32//H0M0 SAPIENS (HUMAN) . //P22532 

F-HEMBA1005047//RAS-RELATED PROTEIN RAB-24 (RAB-16) .//1.5e-19:39:l00//MU 
S MUSCULUS (MOUSE). //P35290 

F-HEMBA1005050//COLLAGEN ALPHA l(XII) CHAIN (FRAGMENTS) .//O. 074: 34: 44//B 

OS TAURUS (BOVINE).//P25508 

F-HEMBA1005062 

F-HEMBA1005066//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//2. le-44: 126:65//H 
OMO SAPIENS (HUMAN). //P08547 

F-HEMBA1005075//SUPPRESSOR PROTEIN SRP40.//0.35:96:31//SACCHAR0MYCES CER 
EVISIAE (BAKER'S YEAST) . //P32583 

F-HEMBA1005079//!!!! ALU SUBFAMILY SB2 WARNING ENTRY ! ! ! !//3.6e-20:75:64 
//HOMO SAPIENS (HUMAN) .//P391 91 

F-HEMBA1005083/ /COLLAGEN- ALPHA KXII) CHAIN (FRAGMENTS).//©. 00015: 72:34/ 
/BOS TAURUS (BOVINE).//P25508 

F-HEMBA1005101//HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN 27C (HNRNP 48) ( 
HRP48.1).//4.8e-10:l76:25//DR0S0PHILA MELANOGASTER (FRUIT FLY) . //P48809 
F-HEMBA1005113 

F-HEMBA1005123//!!! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//3.6e-24:99:60/ 

/HOMO SAPIENS (HUMAN) .//P39194 

F-HEMBA1005133//HYPOTHETICAL 13.5 KD PROTEIN IN MOBl-SGAl INTERGENIC REG 
I0N.//0.1l:22:54//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P40490 
F-HEMBA1005149//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//3.7e-16:59:71// 
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HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBA1005152//GENOME POLYPROTEIN 2 [CONTAINS: HELPER COMPONENT PROTEIN 
ASE (EC 3.4.22.-) (HC-PRO) ; 70 KD PROTEIN] .//1. 0:77: 27//BARLEY YELLOW MO 
SAIC VIRUS (JAPANESE STRAIN II-l) (BAYMV) .//Q01207 

F-HEMBA1005159//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4L (EC 1.6.5.3).//0 
.40:53:33//APIS MELLIFERA (HONEYBEE) .//P34859 

F-HEMBA1005185//MY0SIN IB HEAVY CHAIN. //0.011:58:48//DICTYOSTELIUM DISCO 
IDEUM (SLIME MOLD) . //P34092 

F-HEMBA1005201//HYP0THETICAL 56.6 KD PROTEIN C16C9.03 IN CHROMOSOME I.// 
^ 3.96-67:241 :53//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q09817 

F-HEMBA1005202//SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68) .//3.8e 
-124:257:95//CANIS FAMILIARIS (DOG) . //Q00004 

F-HEMBA1005206//CUTICLE COLLAGEN 1.//0.010: 118:33//CAEN0RHABDITIS ELEGAN 
S.//P08124 

F-HEMBA1005219//PTB-ASSOCIATED SPLICING FACTOR (PSF) .//O. 99:85 :40//HOMO 
SAPIENS (HUMAN). //P23246 

F-HEMBA1005223//HYPOTHETICAL GENE 1.05 PROTEIN. //0.31:75:28//BACTERIOPHA 
GE T3.//P07715 

F-HEMBA1005232//HYPOTHETICAL 7.8 KD PROTEIN. //O. 99: 48: 29//VACCINIA VIRUS 

(STRAIN -WR) , AND VACCINIA VIRUS (STRAIN COPENHAGEN) . //P20544 
F-HEMBA1005241//!!!! ALU SUBFAMILY SP WARNING ENTRY !!! !//1.4e-28: 138:55 
//HOMO SAPIENS (HUMAN) .//P39193 

F-HEMBA1005244//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930). //O.O 
14:39:41//H0M0 SAPIENS (HUMAN) .//P22531 

F-HEMBA1005251//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//O. 55: 15:46/ 
/DICENTRARCHUS LABRAX (EUROPEAN SEA BASS) .//Q36362 

F-HEMBA1005252//EC PROTEIN HOMOLOG (ZINC-METALLOTHIONEIN CLASS II). //O.O 

88:33:42//ZEA MAYS (MAIZE) .//P43401 

F-HEMBA1005274 
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F-HEMBA1005275//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//0. 96:42 :45//H0M 
0 SAPIENS (HUMAN). //P39188 

F-HEMBA1005293//PROBABLE COATOMER BETA' SUBUNIT (BETA' -COAT PROTEIN) (BE 
TA' -COP) .//0. 55:98: 30//CAENORHABDITIS ELEGANS.//Q20168 
F-HEMBA1005296//MUGIN 2 PRECURSOR (INTESTINAL MUCIN 2) .//0.095:75:34//HO 
MO SAPIENS (HUMAN). //Q02817 

F-HEMBAl 005304//! !!! ALU SUBFAMILY SB WARNING ENTRY !!! !//5.4e-33: 103:74 
//HOMO SAPIENS (HUMAN) .//P39189 

F-HEMBA1005311//FERIOD CLOCK PROTEIN (FRAGMENT) .//0.99:45:31//DR0S0PHILA 

SALTANS (FRUIT FLY) . //Q04536 
F-HEMBA1005314//HYP0THETICAL 6.3 KD PROTEIN T19C3.3 IN CHROMOSOME III.// 
0.98:30:30//CAENORHABDITIS ELEGANS.//Q10009 

F-HEMBA1005315//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//1. le-05:35:51//HO 
MO SAPIENS (HUMAN). //P08547 . 

F-HEMBA1005318//OLFAGTORY RECEPTOR-LIKE PROTEIN C0R8 (FRAGMENT) .//O. 57: 4 
4:38//GALLUS GALLUS (CHICKEN) .//Q98913 

F-HEMBAl 005331 // I MMED I ATE-EARLY PROTEI N IE180 . //O . 57 : 1 06 : 33/ /PSEUDORAB I E 
S VIRUS (STRAIN INDIANA-FUNKHAUSER / BECKER) (PRV) .//P11675 
F-HEMBA1005338/ /CARTILAGE MATRIX PROTEIN PRECURSOR (MATRILIN-1) .//1.8e-5 

5 :199:59//GALLUS GALLUS (CHTGKEN)-.//P05099 ; 

F-HEMBA1005353//CHLOROPLAST 30S RIBOSOMAL PROTEIN S17.//0.88:33:36//PORP 
HYRA PURPUREA. //P5 1305 

F-HEMBA1005359//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFl).//l.le 
-68:255:48//H0M0 SAPIENS (HUMAN) . //P51522 

F-HEMBAl 005367//ALPHA-AMYLASE INHIBITOR AAI.//1.0:25:40//AMARANTHUS HYPO 
CHONDRIACUS (PRINCE'S FEATHER) .//P80403 
F-HEMBAl 005372 

F-HEMBA1005374//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//2.0e-34:92:75/ 
/HOMO SAPIENS (HUMAN) .//P39194 
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F-HEMBA1005382//AP0LIPOPROTEIN C-II (APO-CII) .//O. 99:39: 33//B0S TAURUS ( 
BOVINE). //P19034 

F-HEMBA1005389//HYPOTHETICAL 70.0 KD PROTEIN IN DNAK 3' REGION (0RF4).//0 
.82:164:31//LACT0C0CCUS LACTIS (SUBSP. LACTIS) (STREPTOCOCCUS LACTIS).// 
P42377 

F-HEMBA1005394//HYPOTHETICAL 8.9 KD PROTEIN IN lEO-IEl INTERGENIC REGION 
.//0.98:44:38//AUT0GRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV 
).//P41703 

F-HEMBA1005403//SPERM HISTONE P2 PRECURSOR (PROTAMINE MP2) .7/0.066:64:29 
//MUS MUSCULUS (MOUSE) . //P07978 

F-HEMBA1005408//50S RIBOSOMAL PROTEIN L33.//0.77:32:25//BACILLUS SUBTILI 
S.//Q06798 

F-HEMBA1005410//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TR 
ANSCRIPTASE (EC 2.7.7.49); ENDONUCLEASE] .//0.0065:38:52//MUS MUSCULUS (M 
0USE).//P11369 

F-HEMBA1005411//TOXIN S4C8.//0. 16:46 :28//DENDR0ASP IS JAMESONI KAIMOSAE ( 
EASTERN JAMESON' S MAMBA) . //P25683 

F-HEMBA1005423//CYCLIN-DEPENDENT KINASE 6 INHIBITOR (P18-INK6) (CYCLIN-D 
EPENDENT KINASE 4 INHIBITOR C) (P18-INK4C) .//4.3e-09:29:96//HOMO SAPIENS 
(HUMAN). //P42773 

F-HEMBA1005426//TOXIN C10S2C2.//0.99:49:34//DENDROASPIS ANGUSTICEPS (EAS 
TERN GREEN MAMBA) .//P25684 

F-HEMBA1005443//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.9e-16:78:60// 
HOMO SAPIENS (HUMAN) .//P39188 

F-HEMBA1005447//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .7/0.99:57:31/ 
/DASYPUS NOVEMCINCTUS (NINE-BANDED ARMADILLO) .//021329 
F-HEMBA1005468//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 1 (EC 1.6.5.3) (FRA 
GMENTS).//q.68:4l:3l77ARTEMIA SALINA (BRINE SHRIMP) .//P19040 
F-HEMBA1005469 
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F-HEMBA1005472//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//1.5e-39:142:70//H 
OMO SAPIENS (HUMAN). //P08547 

F-HEMBA1005474//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//5.8e-10:44:68/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-HEMBA1005475//U1 SMALL NUCLEAR RIBONUCLEOPROTEIN 70 KD (Ul SNRNP 70 KD 
) (SNRP70).//9.2e-14:l79:33//H0M0 SAPIENS (HUMAN) .//P08621 
F-HEMBA1005497 

F-HENBA1005500//60S RIBOSOMAL PROTEIN L37.//0. 11:53:33//SCHIST0S0MA MANS 
ONI (BLOOD FLUKE) , //044125 
F-HEMBAl 005506 
F-HEMBAl 005508 

F-HEMBA1005511//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//3.5e-30:92:73/ 
/HOMO SAPIENS (HUMAN) .//P391 94 

F-HEMBA1005513//MALES-ABSENT ON THE FIRST PROTEIN (EC 2.3.1.-) .//2.0e-39 
:95:61//DR0S0PHILA MELANOG ASTER (FRUIT FLY) .//002193 

F-HEMBA1005517//PROLINE-RICH PROTEIN MP-2 PRECURSOR. //2.1e-06: 56 :44//MUS 

MUSCULUS (MOUSE). //P05 142 
F-HEMBA1005518//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS) . //5.8e-05: 192:33// 
BOS TAURUS (BOVINE).//P02453 

F-HEMBAI 005520//! ! rr ALU SUBFAMILY J WiiRNING ENTRY ! ! ! !//2.0e-18:87:57// 
HOMO SAPIENS (HUMAN) .//P39188 

F-HEMBA1005526//!!!! ALU SUBFAMILY SB2 WARNING ENTRY ! ! ! !//5.1e-22:77:54 
//HOMO SAPIENS (HUMAN) . //P39191 

F-HEMBAl 005528//CCR4-ASS0C I ATED FACTOR 1 (CAFl) .//1.2e-81:157:98//MUS MU 
SCULUS (MOUSE). //Q60809 

F-HEMBA1005530//POLLEN ALLERGEN AMB P 5-A PRECURSOR (AMB P V-A) .//0.98: 1 . 
9:47//AMBR0SIA PSILOSTACHYA (WESTERN RAGWEED) . //P43174 
F-HEMBAl 005548//TRANSCR I PT ION FACTOR NAFl.//1.4e-72: 137:97//RATTUS NORVE 
GICUS (RAT).//P54842 
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F-HEMBA1005552//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//l .7e-29:47:78/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-HEMBA1005558//HYPOTHETICAL 25.6 KD PROTEIN IN ABF2-CHL12 INTERGENIC RE 
GION.//1.6e-20:202:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //Q04272 

F-HEMBA 1005568 

F-HEMBA1005570//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 6 (EC 1.6.5.3) .//I. 
0 :80:31//CAEN0RHABDITIS ELEGANS. //P24885 

F-HEMBA1005576//TRANSMEMBRANE PROTEIN SEX PRECURSOR. //8.5e-58: 152: 75//H0 
MO SAPIENS (HUMAN). //P51805 

F-HEMBA1005577//KERATIN, HIGH-SULFUR MATRIX PROTEIN, B2A.//0.98:57:36//0 
VIS ARIES (SHEEP). //P02438 

F-HEMBA1005581//SLIT PROTEIN PRECURSOR. //I. le-62: 254: 41//DR0S0PHILA MELA 

NOGASTER (FRUIT FLY) .//P24014 

F-HEMBA1005582//DYNACTIN, 150 KD ISOFORM (150 KD DYNE IN-ASSOCIATED POLYP 
EPTIDE) (DP-150) (DAP-150) (P150-GLUED) .//o! 0091: 189: 29//RATTUS NORVEGIC 
US (RAT).//P28023 

F-HEMBA1005583//HYPOTHETICAL 41.2 KD PROTEIN IN CPS REGION (0RF7) .//0.83 
: 1 1 9 : 23/ /KLEBS I ELLA PNEUMON I AE . //Q48453 

F-HEMBA1005588//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//1.9e-17: 108:53/ 
/HOMO SAPIENS (HUMAN). //P39188 

F-HEMBA1005593//SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N).//0. 
23:24:54//H0M0 SAPIENS (HUMAN) .//P22532 

F-HEMBA1005595//DYNEIN HEAVY CHAIN, CYTOSOLIC (DYHC) .//2.7e-39:257:39//D 
ICTYOSTELIUM DISCOIDEUM (SLIME MOLD) . //P34036 
F-HEMBAl 005606 

F-HEMBA1005609//! ! ! ! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//3.2e-20:27: 96/ 
/HOMO SAPIENS (HUMAN) .//P39192 

F-HEMBA1005616//LATE CONTROL GENE B PROTEIN (GPB) .//0.48:51:33//BACTERI0 
PHAGE 186.//P08711 
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F-HEMBA1005621//MITOTIC MAD2 PROTEIN. //1.2e-06: 137 :32//SACCHAR0MYCES CER 
EVISIAE (BAKER'S YEAST) . //P40958 

F-HEMBA1005627//HYPOTHETICAL 17.1 KD PROTEIN IN PURS 3' REGION.//©. 18: 100 

:32//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST) . //P38898 

F-HEMBA1005631 

F-HEMBA1005632//HYPOTHETICAL 7.4 KD PROTEIN. //0.32:59:32//VACCINIA VIRUS 

(STRAIN WR).//P04309 
F-HEMBA1005634//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.6e-14:93:58// 

HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBA1005666//HYPOTHETICAL PROTEIN KIAA0129.//2.1e-05:126:25//HOMO SAP 
lENS (HUMAN). //Q14142 
F-HEMBAl 005670 

F-HEMBA1005679//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//2.2e-08:40:72//HO 
MO SAPIENS (HUMAN). //P08547 

F-HEMBA1005680//SMALL PROLINE-RICH PROTEIN 2-l.//0.015:19:47//HOMO SAPIE 

NS (HUMAN). //P35326 

F-HEMBA1005685 

F-HEMBA1005699//EPHRIN-B3 PRECURSOR (EPH-RELATED RECEPTOR TYROSINE KINAS 
E LIGAND 8) (LERK-8) (EPH-RELATED RECEPTOR TRANSMEMBRANE LIGAND ELK-L3) . 
//4.2e-38:98:81//H0MO SAPIENS (HUMAN) . //Q15768 " 

F-HEMBA1005705//PROTEIN Q30d.//0.11:23:56//MUS MUSCULUS (MOUSE) .//Q02722 
F-HEMBA1005717 

F-HEMBA1005732//BACTENECIN 7 PRECURSOR (BAC7) .//0.22:55:41//OVIS ARIES ( 
SHEEP). //P50415 

F-HEMBA1005737//CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY 
SUBUNIT).//4.5e-18:167:34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //P 
25296 

F-HEMBA 1005746 

F-HEMBA1005755//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//7.4e-30:69:65//H0 



2 2 2 7 



ffiliE# 2002-3046780 



000—183767 



MO SAPIENS (HUMAN) . //P08547 

F-HEMBA1005765//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//2.8e-19:60:63/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-HEMBA1005780//METALLOTHIONEIN-I (MT-1) .//1.0:3l:38//C0LUMBA LIVIA (DOM 

ESTIC PIGEON). //P15786 
F-HEMBA1005813 

F-HEMBA1005815//CALPAIN, LARGE [CATALYTIC] SUBUNIT (EG 3.4.22.17) (CALCI 
UM- ACTIVATED NEUTRAL PROTEINASE) (CANP) (MU/M-TYPE) .//1.0e-23:200:31//G 

ALLUS GALLUS (CHICKEN) .//P00789 

F-HEMBA1005822//PROTEIN Q300.//0.0016:21:80//MUS MUSCULUS (MOUSE) . //Q027 
22 

F-HEMBAl 005829//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//9.6e-33:96:73/ 

/HOMO SAPIENS (HUMAN) . //P39194 

F-HEMBA1005834//LINE-1 REVERSE TRANSCRIPTASE H0MOLOG.//1.6e-22:103:46//N 
YCTICEBUS COUCANG (SLOW LORIS).//P08548 

F-HEMBA1005852//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//8.8e-06: 95: 35//MU 
S. MUSCULUS (MOUSE). //P05143 • 

F-HEMBA1005853//HYPOTHETICAL PROTEIN MJ0647.//0.39:28:39//METHANOCOCCUS 
JANNASCHII.//Q58063 
-F-HEMB A 1005884 - — - - 

F-HEMBA1005891//HYPOTHETICAL PROTEIN MTH137. //O. 95:51 :27//METHAN0BACTERI 
UM THERMOAUTOTROPHICUM.//026240 

F-HEMBA1005894//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//2.6e-29:81:71/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-HEMBA1005909//HYPOTHETICAL 8.2 KD PROTEIN B0353.1 IN CHROMOSOME III.// 
0.98:19:52//CAEN0RHABDITIS ELEGANS.//Q10958 

F-HEMBA1005911//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//l,9e-27:86:70// 
HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBA1005921//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//1.3e-38:99:81/ 
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/HOMO SAPIENS (HUMAN) . //P39194 

F-HEMBA1005931//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFl).//2.3e 
-17:76:51//H0M0 SAPIENS (HUMAN) .//P51522 

F-HEMBA1005934//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//0.024:54:40//H 

OMO SAPIENS (HUMAN). //P39189 

F-HEMBA1005962 

F-HEMBA1005963//COATOMER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAMMA-COP). 
//1.7e-32:89:79//B0S TAURUS (BOVINE) .//P53620 

F-HEMBA1005990//HYPOTHETICAL BHLFl PROTEIN. //3. Oe-09: 180:36//EPSTEIN-BAR 
R VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03181 

F-HEMBA1005991//HYPOTHETICAL PROTEIN KIAA0032.//3.0e-17:107:43//HOMO SAP 
.lENS (HUMAN). //Q15034 
F-HEMBAl 005999 
F-HEMBA1006002 

F-HEMBA1006005//CORNIFIN B (SMALL PROLINE-RICH PROTEIN IB) (SPRIB) (SPRl 

B).//0.0017:45:44//MUS MUSCULUS (MOUSE) . //Q62267 
F-HEMBA1006031//BASIC PROLINE-RICH PEPTIDE IB-1.//0. 00016: 84 :39//H0M0 SA 
PIENS (HUMAN). //P04281 

F-HEMBA1006035//DNAK PROTEIN 1 (HEAT SHOCK PROTEIN 70) (HSP70) .//0.43: 10 

-0:27/-/SYNECHOCYSTrS SP. (STRAIN PCC 68 - ■ 

F-HEMBAl 006036//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!! !//6.2e-64: 150:74 
//HOMO SAPIENS (HUMAN) .//P39194 
F-HEMBAl 006042 

F-HEMBA1006067//METALLOTHIONEIN A (MT-A) .//0.86:34:41//THERMARCES CERBER 
US.//P52721 

F-HEMBA1006081 

F-HEMBA1006090//SODIUM/GLUCOSE COTRANSPORTER 3 (NA(+) /GLUCOSE COTRANSPOR 
TER 3) (LOW AFFINITY SODIUM-GLUCOSE COTRANSPORTER) .//O. 87:35 :54//SUS SCR 
OFA (PIG).//P31636 
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F-HEMBA1006091//EARLY NODULIN 20 PRECURSOR (N-20) .//0.027:87:32//MEDICAG 
0 TRUNCATULA (BARREL MEDIC) . //P93329 

F-HEMBA1006100//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//8. le-09:58:60/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-HEMBA1006108//HYPOTHETICAL 56.6 KD PROTEIN IN URE2-SSU72 INTERGENIC RE 
GI0N.//5.6e-16:88:36//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P53867 
F-HEMBA1006121//HOMEOBOX PROTEIN CDX-1 (CAUDAL-TYPE HOMEOBOX PROTEIN 1). 
//3.4e-05:106:37//HOMO SAPIENS (HUMAN) . //P47902 

F-HEMBA1006124//50S RIBOSOMAL PROTEIN L33.//1.0: 12:83//BACILLUS STEAROTH 
ERM0PHILUS.//P23375 

F-HEMBA1006130//SEL-10 PROTEIN. //7.7e-05: 129: 28//CAEN0RHABDITIS ELEGANS. 
//Q93794 

F-HEMBA1006138//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!! !//7.8e-13: 41:73/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-HEMBA1006142//!!!! ALU SUBFAMILY SC WARNING ENTRY !!! !//2.3e-39: 101:77 
//HOMO SAPIENS (HUMAN) .//P39192 

F-HEMBA1006155//GENE 33 POLYPEPTIDE. //0.21:70:31//RATTUS NORVEGICUS (RAT 

).//P05432 

F-HEMBA1006158 

F-HEMBA1006i73//PROTEIN-TYROSlNE PHOSPHATASE STRIATUM-ENRICHED (EG 3.1.3 
.48) (STEP) (NEURAL-SPECIFIC PROTEIN-TYROS I NE PHOSPHATASE) (FRAGMENT).// 
0.017: 20 :95//H0M0 SAPIENS (HUMAN) . //P54829 

F-HEMBA1006182//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//0. 37:31: 61//H0M 
0 SAPIENS (HUMAN). //P39188 

F-HEMBA1006198//HOMEOBOX PROTEIN H0X-B3 (HOX-2.7) (MH-23) .//0.85:6l:29// 
MUS MUSCULUS (MOUSE) . //P09026 

F-HEMBA1006235//50S RIBOSOMAL PROTEIN L33.//1.0:26:38//AQUIFEX AEOLICUS. 
//067756 

F-HEMBA1006248//MALE SPECIFIC SPERM PROTEIN MST84DB.//0.0041:64:37//DR0S 
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OPHILA MELANOGASTER (FRUIT FLY) . //Q01643 

F-HEMBA1006252//BOWMAN-BIRK TYPE PROTEINASE INHIBITOR DE-3.//1.0:22:40// 
DOLICHOS AXILLARIS (MACROTYLOMA AXILLARE) .//P01057 

F-HEMBA1006253//DISINTEGRIN ERISTICOPHIN (PLATELET AGGREGATION ACTIVATIO 
N INHIBITOR). //O. 95: 19:47//ERIST0C0PHIS MACMAHONI (LEAF-NOSED VIPER). //P 
22826 

F-HEMBA1006259 

F-HEMBA1006268//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//7.0e-05:32:65/ 
/HOMO SAPIENS (HUMAN) . //P39192 
^ F-HEMBA1006272//RETROVIRUS-RELATED GAG POLYPROTEIN (VERSION 2).//4.8e-ll 
2:248:78//H0M0 SAPIENS (HUMAN) .//PI 0264 

F-HEMBA1006278//POLY(A) POLYMERASE (EC 2.7.7.19) (PAP) (POLYNUCLEOTIDE A 
DENYLYLTRANSFERASE) (FRAGMENT) . //2.5e-71: 164: 75//H0M0 SAPIENS (HUNAN).// 
P51003 

F-HEMBA1006283//5PS RIBOSOMAL PROTEIN L32.//0.81:27:44//THERMUS AQUATICU 
S (SUBSP. THERMOPHILUS).//P80339 

F-HEMBA1006284//CUTICLE COLLAGEN 2.//0.36:42:40//CAENORHABDITIS ELEGANS. 

//P17656 

^ F-HEMBA1006291//HYP0THETICAL 43.3 KD PROTEIN IN EVGS-GLK INTERGENIC REGI 
0N.//2.4e-37:143:31//ESCHERICHIA C0LI.//P76518 

F-HEMBA1006293//MYELIN-OLIGODENDROCYTE GLYCOPROTEIN PRECURSOR. //O. 20: 134 
:29//RATTUS NORVEGICUS (RAT).//Q63345 

F-HEMBA1006309//HYPOTHETICAL 54.2 KD PROTEIN IN ERP5-0RC6 INTERGENIC REG 
I0N.//2.1e-43:l87:48//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .7/P38821 
F-HEMBA1006310//SIGNAL TRANSDUCER CD24 PRECURSOR (HEAT STABLE ANTIGEN) ( 
HSA) (NECTADRIN).//0.7l:46:39//RATTUS NORVEGICUS (RAT) . //Q07490 
F-HEMBA1006328//RNA POLYMERASE ALPHA SUBUNIT (EC 2.7.7.48) (NUCLEOCAPSID 
PHOSPHOPROTEIN).//0.44:14l:24//HUMAN PARAINFLUENZA 1 VIRUS (STRAIN CI-5 
/73).//P32531 
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F-HEMBA1006334//HYPOTHETICAL TRANSCRIPTIONAL REGULATOR AF1627.//0. 98:26: 
46//ARCHAE0GL0BUS FULGIDUS. //028646 

F-HEMBA1006344//EZRIN (P81) (CYTOVILLIN) (VILLIN-2) .//8.8e-08:91:36//MUS 

MUSCULUS (MOUSE). //P26040 
F-HEMBA1006347//MALES-ABSENT ON THE FIRST PROTEIN (EC 2.3. 1.-) .//9.1e-48 
:149:50//DROSOPHILA MELANOGASTER (FRUIT FLY) .//002193 

F-HEMBA1006349//METALLOTHIONEIN-LIKE PROTEIN 1 . //O . 015 : 59: 33//CASUARINA 
GLAUCA (SWAMP OAK) .//Q39511 

F-HEMBA1006359//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6) .//6:8e-98:261 
:66//H0M0 SAPIENS (HUMAN) .//P28160 

F-HEMBA1006364//PUTATIVE ENDONUCLEASE C1F12.06C (EC 3.1.-.-) .//O. 97:60:3 
5//SCHIZ0SACCHAR0MYCES POMBE (FISSION. YEAST) .//Q10348 

F-HEMBA1006377//EARLY NODULIN 20 PRECURSOR (N-20) .//0.00023:110:35//MEDI 

CAGO TRUNCATULA (BARREL MEDIC) . //P93329 

F-HEMBA1006380 

F-HEMBA1006381//METALLOTHIONEIN-I I . //I . 0 : 26 : 38//CANDIDA GLABRATA (YEAST) 

(TORULOPSIS GLABRATA).//P15114 
F-HEMBA1006398//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//3.3e-26: 123:52//H 
OMO SAPIENS (HUMAN). //P08547 
F-HEMBA1006416 . 

F-HEMBA1006419//!!!! ALU SUBFAMILY SB WARNING ENTRY !!! !//1.2e-24: 102:50 

//HOMO SAPIENS (HUMAN) . //P39189 

F-HEMBA1006421//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//3.1e-21: 101:57/ 
/HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBA1006424//HYPOTHETICAL PROTEIN IORF1.//0.85:55:30//BOVINE CORONAVI 
RUS (STRAIN MEBUS), AND BOVINE CORONAVIRUS (STRAIN QUEBEC) .//P22053 
F-HEMBA1006426//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//1.8e-36:78:74/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-HEMBA1006438//HYPOTHETICAL 8.1 KD PROTEIN (0RF65) .//1.0:38:36//GUILLAR 
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DIA THETA (CRYPTOMONAS PHI) . //078421 

F-HEMBA1006445//RAS-LIKE PROTEIN 3.//1.9e-06:40:47//RHIZOMUCOR RACEMOSUS 

(MUCOR CIRCINELLOIDES F. LUSITANICUS) .//P22280 
F-HEMBA1006446 

F-HEMBA1006461//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//4. le-18:68:67/ 

/HOMO SAPIENS (HUMAN) .//P39192 

F-HEMBA1006467 

F-HEMBA1006471 

F-HEMBA1006474//40 KD PROTEIN. //I. le-37: 231: 38//B0RNA DISEASE VIRUS (BDV 
).//Q01552 

F-HEMBA1006483//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//6.1e-38:77:74/ 
/HOMO SAPIENS (HUMAN) .//P391 92 

F-HEMBA1006485//HYPOTHETICAL 9.3 KD PROTEIN IN NAD3-NAD7 INTERGENIC REGI 
ON (ORF 79).//0.91:30:40//MARCHANTIA POLYMORPHA (LIVERWORT) .//P38465 
F-HEMBA1006486//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//l.le-12:78:51//H0 
MO SAPIENS (HUMAN). //P08547 

F-HEMBA1006489//FUN34 PROTEIN. //0.94:58:37//SACCHAROMYCES CEREVISIAE (BA 
KER' S YEAST). //P32907 

F-HEMBA1006492//NADH-UBIQUINONE OXIDOREDUCTASE MWFE SUBUNIT (EC 1.6.5.3) 
(EC 1.6.99,3) (COMPLEX I-MWFE) (CI-MWFE) .//O. 87:44 :36//H0M0 SAPIENS (HU 
MAN).//015239 

F-HEMBAl 006494/ /FERREDOX IN-LIKE PROTEIN IN NIF REGION. //O. 11:46:26//RHIZ 

OBIUM LEGUMINOSARUM (BIOVAR TRIFOLII) .//P42711 

F-HEMBA1006497 

F-HEMBA1006502//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//0. 15:26 :73//H0M 
0 SAPIENS (HUMAN). //P39188 

F-HEMBA1006507//DIAPHANOUS PROTEIN. //O. 0055: 129:28//DR0S0PHILA MELANOGAS 
TER (FRUIT FLY).//P48608 

F-HEMBA1006521//3-OXOACYL-[ACYL-CARRIER PROTEIN] REDUCTASE (EC 1.1.1.100 
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) (3-KETOACYL- ACYL CARRIER PROTEIN REDUCTASE) . //I . le-32: 177:41//ESCHERI 
CHI A C0LI.//P25716 

F-HEMBA1006530//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 5 (EC 1.6.5.3) (FRA 
GHENT). //0.052:84:26//LEISHMANIA TARENTOLAE (SAUROLEISHMANIA TARENTOLAE) 
.//P15583 

F-HEMBA1006535// INHIBITOR OF APOPTOSIS PROTEIN 1 (MIAPl) (MIAP-1) . //6.6e 
-05:53:39//MUS MUSCULUS (MOUSE) . //008863 

F-HEMBA1006540//PRESYNAPTIC PROTEIN SAP97 (SYNAPSE-ASSOCIATED PROTEIN 97 
) (DISCS, LARGE HOMOLOG 1) . //2. le-07:206:23//RATTUS NORVEGICUS (RAT).//Q 
® 62696 

F-HEMBA1006546//PROBABLE E5 PROTEIN. //O. 11:70 :32//HUMAN PAPILLOMAVIRUS T 
YPE 51.//P26553 

F-HEMBA1006559//SUPPRESSOR PROTEIN SRP40.//0.015:221;20//SACCHAROMYCES C 
EREYISIAE (BAKER'S YEAST) . //P32583 

F-HEMBA1006562//SALIVARY PROLINE-RICH PROTEIN PO PRECURSOR (ALLELE S).// 
1.5e-07:122:33//HOMO SAPIENS (HUMAN) .//P10163 

F-HEMBA1006566//CELL DIVISION PROTEIN KINASE 2 (EC 2.7.1.-) (CDC2 HOMOLO 
G EGl PROTEIN KINASE) .//0.63:53:37//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) 
^ .//P23437 

F-HEMBA1G06569//COLLAGEN ALPHA 2(1) CHAIN (FRAGMENT) = //4.4e-06:88:39//BO 

S TAURUS (BOVINE).//P02465 

F-HEMBA1006579 

F-HEMBA1006583//PROLINE-RICH PROTEIN MP-2 PRECURSOR. //O. Oil: 61 :40//MUS M 
USCULUS (MOUSE). //P05 142 

F-HEMBA1006595//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//5.6e-34:93:77/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-HEMBA1006597//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//1.9e-26:75:74/ 
/HOMO SAPIENS (HUMAN) .//P391 95 

F-HEMBA1006612//SUPPRESSOR PROTEIN SRP40.//0.026:221:22//SACCHAROMYCES C 
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EREVISIAE (BAKER'S YEAST) .//P32583 

F-HEMBA1006617//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//6.6e-20:73:63// 
HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBA1006624//HYPOTHETICAL 41.9 KD PROTEIN IN SDS3-THS1 INTERGENIC REG 
I0N.//2.6e-31:209:44//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P40506 
F-HEMBA1006631//HYP0THETICAL 62.8 KD PROTEIN IN TAF145-Y0R1 INTERGENIC R 
EGI0N.//1.5e-15:131:41//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P5333 

1 . 
F-HEMBA1006635 

F-HEMBA1006639//POLYADENYLATE-BINDING PROTEIN 1 (POLY (A) BINDING PROTEIN 

1) (PABP l).//2.2e-ll:48:75//MUS MUSCULUS (MOUSE) .//P29341 
F-HEMBA1006643//LONG NEUROTOXIN CRl PRECURSOR (KAPPA NEUROTOXIN) .//O. 28: 
48:27//BUNGARUS MULTICINCTUS (MANY-BANDED KRAIT) . //P15817 
F-HEMBA1006648//ZINC FINGER PROTEIN 12 (ZINC FINGER PROTEIN K0X3) (FRAGM 
ENT).//0.26:17:47//HOMO SAPIENS (HUMANE) .//P17014 

F-HEMBA1006652//60S RIBOSOMAL PROTEIN L7.//2.4e-44:206:47//MUS MUSCULUS 

(MOUSE). //P14148 

F-HEMBA1006653 

F-HEMBA1006659 

~ F-HPMRAI Q0fi«6*^ / /I' T WT7-1 - RPVPPQP -TR 4 MQr.PTPTi HQUfni nH" ~l i(\ fH fl ?7i^rc;fi77HnMn 

SAPIENS (HUMAN). //P08547 
F-HEMBA1006674//TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TA 
FII-135) (TAFII135) (TAFII-130) (TAFII130) .//2.9e-05:154:33//HOMO SAPIEN 
S (HUMAN). //000268 

F-HEMBA1006676//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT) .//3.6e-09: 5 

2:51//0WENIA FUSIF0RMIS.//P21260 

F-HEMBA1006682 

F-HEMBA1006695//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//2. le-06: 35:65// 
HOMO SAPIENS (HUMAN) . //P39188 
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F-HEMBA1006696 

F-HEMBA1006708//HYPOTHETICAL 46.4 KD TRP-ASP REPEATS CONTAINING PROTEIN 
IN PMC1-TFG2 INTERGENIC REGION. //3.4e-19: 104: 45//SACCHAR0MYCES CEREVISIA 
E (BAKER'S YEAST). //P53196 

F-HEMBA1006709//RETINOIC ACID RECEPTOR RXR-BETA.//0.24:111:36//HOMO SAPI 

ENS (HUMAN). //P28702 

F-HEMBA1006717 

F-HEMBA1006737//ANKYRIN, BRAIN VARIANT 2 (ANKYRIN B) (ANKYRIN, NONERYTHR 
OID) (FRAGMENT). //5.8e-09: 111 :40//HOMO SAPIENS (HUMAN) . //QO 1485 
F-HEMBA1006744//!!!! ALU SUBFAMILY SB2 WARNING ENTRY ! ! ! !//1.8e-32:84:78 
//HOMO SAPIENS (HUMAN) .//P39 191 

F-HEMBA1006754//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//1.3e-75:220:62//H 
OMO SAPIENS (HUMAN). //P08547 

F-HEMBA1006758//VASCULAR ENDOTHELIAL-CADHERIN PRECURSOR (VE-CADHERIN) (C 
ADHERIN-5) (7B4 ANTIGEN) (CD144 ANTIGEN) .//O. 024: 110: 29//H0M0 SAPIENS (H 
UMAN) . //P33151 
F-HEMBA 1006767 

F-HEMBA1006779//MITOCHONDRIAL RIBOSOMAL PROTEIN S12.//0.67:19:42//LEISHM 
ANIA TARENTOLAE (SAUROLEISHMANIA TARENTOLAE) . //Q34940 

F-HEMBA1006780 " " ; - v : - — 

F-HEMBA1006789//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//O. 056: 98: 30//MUS 
MUSCULUS (MOUSE). //P05143 

F-HEMBA1006795//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//2.9e-ll:143:30//N 
YCTICEBUS COUCANG (SLOW LORIS) .//P08548 

F-HEMBA1006796//WISKOTT-ALDRICH SYNDROME PROTEIN HOMOLOG (WASP) .//O. 16:3 
8:42//MUS MUSCULUS (MOUSE) ,//P70315 

F-HEMBA1006807//HYPOTHETICAL 46.4 KD PROTEIN T16H12.5 IN CHROMOSOME III. 
//4.4e-75:l84:77//CAEN0RHABDITIS ELEGANS.//P34568 

F-HEMBA1006821//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//0.011:20:85//H 
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OMO SAPIENS (HUMAN). //P39194 

F-HEMBA1006824//PROTEIN Bll.//0.44:27:44//VACCINIA VIRUS (STRAIN WR).//Q 
01229 

F-HEMBA1006832//HYPOTHETICAL 34.6 KD PROTEIN C13G5.2 IN CHROMOSOME III./ 

/I . 0 : 46 : 36//CAEN0RHABDITIS ELEGANS. //P34327 

F-HEMBA1006849 

F-HEMBA1006865//ACROSIN INHIBITORS IIA AND IIB (BUSI-II) .//1.0:41:31//BO 
S TAURUS (BOVINE). //POlOOl 

F-HEMBA1006877//OXYSTEROL-B I ND ING PROTE I N . //3 . 7e-26 : 239 : 36//GRYCT0LAGUS 
CUNICULUS (RABBIT). //P16258 

F-HEMBA1006885//HYPOTHETICAL 27.2 KD PROTEIN F09E5. 8 IN CHROMOSOME II.// 

4.5e-38:185:43//CAEN0RHABDITIS ELEGANS. //P52057 

F-HEMBA1006900 

F-HEMBA1006914//UBIQUITIN-ACTIVATING ENZYME El-LIKE (POLYMERASE- INTERACT 
ING PROTEIN 2).//5.2e-27:269:33//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST 
).//P52488 

F-HEMBA1006921//CYTOTOXIN 3 (COMPONENT 3.20) .//0.99:32:37//NAJA MELANOLE 
UCA (FOREST COBRA) (BLACK-LIPPED COBRA) .//P01473 

F-HEMBA1006926//ATROPHIN-1 (DENTATORUBRAL-PALLIDOLUYSIAN ATROPHY PROTEIN 

^.^Q _^ - .^g ^yp j^^^^ 

F-HEMBA1006929//HYPOTHETICAL PROTEIN MJ0525 . //O .95 : 35 : 20//METHAN0C0CCUS 
JANNASCHII.//Q57945 

F-HEMBA1006936//SALIVARY ACIDIC PROLINE-RICH PHOSPHOPROTEIN 1/2 PRECURSO 
R (PRP-1 / PRP-3) (PRP-2 / PRP-4) (PIF-F / PIF-S) (PROTEIN A / PROTEIN C 
) [CONTAINS: PEPTIDE P-C] .//0.074:116:31//HOMO SAPIENS (HUMAN) .//P02810 . 
F-HEMBA1006938 

F-HEMBA1006941//THIOREDOXIN H-TYPE 1 (TRX-Hl) .//2. le-13:90:33//NIC0TIANA 

TABACUM (COMMON TOBACCO) .//P29449 
F-HEMBA1006949 
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F-HEMBA1006973//COLLAGEN ALPHA l(XII) CHAIN (FRAGMENTS) .//O. 75:29 :55//B0 
S TAURUS (BOVINE). //P25508 

F-HEMBAl 006978//CMP-N-ACETYLNEURAM INATE-BETA-GALACTOSAM I DE-ALPHA-2 , 3-S I A 
LYLTRANSFERASE (EC 2.4.99.-) (BETA-GALACTOSIDE ALPHA-2,3-SIALYLTRANSFERA 
SE) (ST3GALIII) (ALPHA 2,3-ST) (GAL-NAC6S) (STZ) (SIAT4-C) (SAT-3) (ST-4 
).//3.9e-108:117:95//H0M0 SAPIENS (HUMAN) .//Q11206 
F-HEMBA1006993 

F-HEMBA1006996//HYP0THETICAL 8.7 KD PROTEIN IN RPL22-RPL23 INTERGENIC RE 
GION (ORF70).//0. 12:51 :33//ASTASIA LONGA (EUGLENOPHYCEAN ALGA) . //P34779 
F-HEMBA1007002//PLATELET GLYCOPROTEIN IX PRECURSOR (GPIX) (CD42A) .//O. 00 
096:60:33//HOM0 SAPIENS (HUMAN) . //P14770 

F-HEMBA1007017//HYPOTHETICAL 7.2 KD PROTEIN IN CYAY-DAPF INTERGENIC REGI 
ON.//1.0:25:56//ESCHERICHIA COLI . //P39166 

F-HEMBA1007018//DYNEIN LIGHT INTERMEDIATE CHAIN 1, CYTOSOLIC (LIC57/59) 
(DYNEIN LIGHT CHAIN A) (DLC-A) .//8.5e-120:278:80//GALLUS GALLUS (CHICKEN 
).//Q90828 

F-HEMBA1007045//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN) .//2. 
le-12:158:29//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) .//P17437 
F-HEMBA1007051 

-F-HEMBA1007052-//60S RTBOSOMAt PROTETN" L37-B- (L35) (YPSS) . //0794: 37 : 35-/-/S- 

ACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P5 1402 

F-HEMBA1007062//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//O. 93:55:29/ 
/RHINOCEROS UNICORNIS (GREATER INDIAN RHINOCEROS) .//Q96063 
F-HEMBA1007066//ECLOSION HORMONE PRECURSOR (ECDYSIS ACTIVATOR) (EH).//0. 
58:49:38//B0MBYX MORI (SILK MOTH) .//P25331 

F-HEMBA1007073//PUTATIVE SMALL MEMBRANE PROTEIN (ORF 4) .//0.86:46:34//CA 
NINE ENTERIC CORONAVIRUS (STRAIN INSAVC-1) (CCV) . //P36696 
F-HEMBA1007078//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//8.6e-29:56:67/ 
/HOMO SAPIENS (HUMAN) .//P39193 
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F-HEMBA1007080//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN) .//O. 
028:122:30//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) .//P17437 
F-HEMBA1007085//RTOA PROTEIN (RATIO-A) .//7.4e-ll:221:31//DICTY0STELIUM D 
ISCOIDEUM (SLIME MOLD) . //P54681 

F-HEMBA1007087//HYPOTHETICAL PROTEIN MJ0162.//3.3e-29: 173:36//METHAN0C0C 

CUS JANNASCHII.//Q57626 

F-HEMBA1007112 

F-HEMBA1007113 

F-HEMBA1007121//INOSITOL POLYPHOSPHATE 1-PHOSPHATASE (EC 3.1.3.57) (IPP) 
.//5.4e-07:90:28//HOMO SAPIENS (HUMAN) . //P49441 

F-HEMBA1007129//HIRUSTASIN.//0.88:37:32//HIRUDO MEDICINALIS (MEDICINAL L 
EECH).//P80302 

F-HEMBA1007147//HYPOTHETICAL 12.0 KD PROTEIN IN DST1-HEM2 INTERGENIC REG 
ION.//0.92:23:34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53182 
F-HEMBA1007149//BACTERIOCIN MICROCIN B17 PRECURSOR (MCB17) . 7/0.0078:17:7 
0//ESCHERICHIA COLI .//P05834 

F-HEMBA1007151//WDNM1 PROTEIN PRECURSOR. //O. 25: 45 :37//MUS MUSCULUS (MOUS 
E).//Q62477 

F-HEMBA1007174//HYP0THETICAL 45.1 KD PROTEIN IN RPS5-ZMS1 INTERGENIC REG 
ION. //6v9e-18 : 97: 47//SACCHAR0MYCES CEREVISIAE (BAKER' S-YEAST) . //P47160 
F-HEMBA1007178//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//9.8e-06:38:65/ 
/HOMO SAPIENS (HUMAN) . //P39195 

F-HEMBA1007194//GLUCOSE-6-PHOSPHATE 1-DEHYDROGENASE , CHOLOROPLAST ISOFOR 
M PRECURSOR (EC 1.1.1.49) (G6PD) .//1.0:80:32//NICOTIANA TABACUM (COMMON 
TOBACCO). //Q43793 

F-HEMBA1007203//PROTEIN A22.//1.0:115:26//VARI0LA VIRUS. //P33845 
F-HEMBA1007206 

F-HEMBA1007224//HYP0THETICAL 35.7 KD PROTEIN C41C4.6 IN CHROMOSOME II.// 
2.4e-05:92:30//CAENORHABDITIS ELEGANS.//Q09275 
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F-HEMBA1007243//HYPOXANTHINE-GUANINE PHOSPHOR I BOSYLTRANSFERASE (EC 2.4.2 
.8) (HGPRT) (HGPRTASE) (HPRT B) .//3.1e-74:205:67//MUS MUSCULUS (MOUSE)./ 
/P00493 

F-HEMBA1007251//VITELLINE MEMBRANE PROTEIN VM26AB PRECURSOR (PROTEIN TU- 
4) (PROTEIN SV23).//0.52:108:30//DROSOPHILA MELANOGASTER (FRUIT FLY).//P 
13238 

F-HEMBAl 007256 

F-HEMBA1007267//CALICIN (FRAGMENT) .//0.060:88:31//HOMO SAPIENS (HUMAN)./ 

/Q13939 

F-HEMBA1007273//HYPOTHETICAL 8.1 KD PROTEIN (0RF65) . //0.95:40:37//GUILLA 
RDIA THETA (CRYPTOMONAS PHI) .//078421 

F-HEMBA1007279//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//4.6e-24:98:64// 

HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBA1007281 

F-HENBA1007288//HYPOTHETICAL 13.5 KD PROTEIN IN ZMSl-MNSl INTERGENIC REG 
I0N.//0.88:ll:54//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P47162 
F-HEMBA1007300//CGMP-SPECIFIC 3' ,5' -CYCLIC PHOSPHODIESTERASE (EC 3.1.4.1 
7) (CGB-PDE).//2.7e-43:220:41//B0S TAURUS (BOVINE) .//Q28156 
F-HEMBA1007301//PROCOLLAGEN ALPHA l(III) CHAIN PRECURSOR. //3.3e-22: 115: 3 
3//H0MO SAPIENS (HUMAN). //P02461 ' " ' 

F-HEMBA1007319 

F-HEMBA1007320//HYPOTHETICAL 28.0 KD PROTEIN IN GLOB-RNHA INTERGENIC REG 
ION.//1.0:48:37//ESCHERICHIA C0LI.//P75672 

F-HEMBA1007322//THREONINE DEHYDRATASE OPERON ACTIVATOR PROTEIN. //I. 0:59: 

33//ESCHERICHIA C0LI.//P11866 

F-HEMBA1007327 

F-HEMBA1007341//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//9. le-12:37:62// 
HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBA1007342//PROBABLE E5 PROTEIN. //O. 89: 96 :29//PYGMY CHIMPANZEE PAPIL 
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LOMAVIRUS TYPE 1.//Q02268 

F-HEMBA1007347// INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN 2 PRECURSOR ( 
IGFBP-2) (IBP-2) (IGF-BINDING PROTEIN 2) .//0.92:62:43//OVIS ARIES (SHEEP 
).//Q29400 

F-HEMBB1000005//WEAK NEUROTOXIN 5.//0.98:30:33//NAJA NAJA (INDIAN COBRA) 
.//P29179 

F-HEMBB1000008//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//2.7e-35:73:84/ 
/HOMO SAPIENS (HUMAN) .//P391 95 

F-HEMBB1000018//HYPOTHETICAL BHLFl PROTEIN, //O. 39: 90:37//EPSTEIN-BARR VI 
RUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03181 

F-HEMBB1000024//VIRE LOCUS 9 KD VIRULENCE PROTEIN. //0.66:36:41//AGR0BACT 
ERIUM TUMEFACIENS.//P08061 

F-HEMBB1000025//MUSCARINIC TOXIN ALPHA (MT-ALPHA) . 7/0.46:32 :40//DENDR0AS 
PIS POLYLEPIS POLYLEPIS (BLACK MAMBA) . //P80494 

F-HEMBB1000030//SUPPRESSOR PROTEIN SRP40. //6.7e-07:50:52//SACCHAROMYCES 
CEREVISIAE (BAKER'S YEAST). //P32583 

F-HEMBB1000036//HYPOTHETICAL 43.2 KD PROTEIN C34E10.1 IN CHROMOSOME III. 
//2.5e-07:l20:29//CAENORHABDITIS ELEGANS.//P46576 

F-HEMBB1000037/ /HYPOTHETICAL 59.9 KD PROTEIN IN SGA1-KTR7 INTERGENIC REG 

TON-. //l77e-05-:71:29//SACeHAROMYCES -CEREVISIAE (BAKER' S" YEAST) . /-/P40492 " 

F-HEMBB1000039//VERY HYPOTHETICAL 11.9 KD PROTEIN C4H3.12C IN CHROMOSOME 

I.//1.0:61:21//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q10219 . 
F-HEMBB1000044 

F-HEMBB1000048//HYPOTHETICAL 15.7 KD PROTEIN IN IDH-DEOR INTERGENIC REGI 
ON. //I . 0:63: 31//BACILLUS SUBTILIS. //P54942 

F-HEMBB1000050//!! ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//9.0e-14:34:79/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-HEMBB1000054//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//5.9e-3l:45:73/ 
/HOMO SAPIENS (HUMAN) .//P39193 
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F-HEMBB1000055//MUSCARINIC TOXIN ALPHA (MT-ALPHA) .//I .0: 14:57//DENDR0ASP 
IS POLYLEPIS POLYLEPIS (BLACK MAMBA) . //P80494 

F-HEMBB1000059//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//1.0e-21:82:59/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-HEMBB1000083//CHROMOGRANIN A PRECURSOR (CCA) [CONTAINS: PANCREASTATIN; 

BETA-GRANIN; WE-14].//0.87:172:28//RATTUS NORVEGICUS (RAT).//P10354 
F-HEMBB1000089//HYPO,THETICAL 9.5 KD PROTEIN IN SPEA-METK INTERGENIC REGI 
ON (F83).//1.0:42:33//ESCHERICHIA C0LI.//P46879 

F-HEMBB1000099//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//7.7e-08:3l:87/ 
/HOMO SAPIENS (HUMAN) .//P39189 

F-HEMBB1000103//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//1.4e-38:136:58//H 
OMO SAPIENS (HUMAN). //P08547 

F-HEMBB1000113//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//3.9e-13:57:64//. 
HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBB1000119//MAF PR0TEIN.//3.6e-32: 195:43//BACILLUS SUBTILIS.//Q02169 
F-HEMBB1000136//HYPOTHETICAL 12.7 KD PROTEIN IN PCS60-ABD1 INTERGENIC RE 
GION.//0.65:7l:32//SACCHAROMYCES CEREVISIAE (BAKER' S YEAST) . //P38327 
F-HEMBB1000141//B-CELL GROWTH FACTOR PRECURSOR (BCGF-12 KD) . //O. 00014:34 
:64//H0M0 SAPIENS (HUMAN) . //P20931 

F^HEMBB1000144y/! ! ir ALU SUBFAMrLY-SB2 WARNING ENTRY" !-! l !//2.-0e-26:8r:69r 

//HOMO SAPIENS (HUMAN) .//P39191 

F-HEMBB1000173//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//9.2e-29:91:71// 
HOMO SAPIENS (HUMAN) .//P39188 

F-HEMBB1000175//ANTIMICROBIAL PEPTIDE ENAP-1 (FRAGMENT) .//O. 97:41 :36//EQ 
UUS CABALLUS (HORSE) . //P80930 

F-HEMBB1000198//HYPOTHETICAL 7.7 KD PROTEIN YCF33 (0RF67) .//0.91:21:52// 
PORPHYRA PURPUREA. //P5 1329 

F-HEMBB1000215//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//3.4e-08:39:76/ 
/HOMO SAPIENS (HUMAN) .//P39192 
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F-HEMBB1000217//DNA DAMAGE TOLERANCE PROTEIN RHC31 (RADSi HOMOLOG) .//2.9 
e-32:174:40//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//Q06624 
F-HEMBB1000218//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .7/0.73:31:38/ 
/MICROTUS PENNSYLVANICUS (MEADOW VOLE) . //P24949 

F-HEMBB1000226//HYPOTHETICAL 37.0 KD PROTEIN B0495.8 IN CHROMOSOME II.// 

6.5e-26:191:34//CAEN0RHABDITIS ELEGANS.//Q09217 

F-HEMBB1000240 

F-HEMBB1000244//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.9e-05:44:61// 

HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBB1000250 

F-HEMBB1000258 

F-HEMBB1000264//CUTICLE COLLAGEN SQT-1.//0.15:89:33//CAEN0RHABDITIS ELEG 
ANS.//P12114 

F-HEMBB1000266//TRANSLATI0N INITIATION FACTOR IF-2.//2.7e-06: 167:22//SAC 
CHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P39730 

F-HEMBB1000272//CYTOCHROME C OXIDASE POLYPEPTIDE VIB (EC 1.9.3.1) (AED) . 

//0,75:30:43//BOS TAURUS (BOVINE) . //P00429 

F-HEMBB1000274//CORNIFIN (SMALL PROLINE-RICH PROTEIN I) (SPR-I) (SMALL P 
ROLINE-RICH SQUAMOUS CELL MARKER) (SPRP) .//1.0:38:36//SUS SCROFA (PIG)./ 
/p^e;«J9Q" " - — 

F-HEMBB1000284//CALTRIN (CALCIUM TRANSPORT INHIBITOR) .//I. 0:56:30//MUS M 

USCULUS (MOUSE). //Q09098 

F-HEMBB1000307 

F-HEMBB1000312 

F-HEMBB1000317//THROMBOSPONDIN 1 PRECURSOR. //3.2e-32: 135: 43//H0M0 SAPIEN 
S (HUMAN). //P07996 

F-HEMBB1000318//PUTATIVE SMALL MEMBRANE PROTEIN (NONSTRUCTURAL PROTEIN N 
S3) (NONSTRUCTURAL 9.5 KD PROTEIN) .//0.41:51:31//HUNAN CORONAVIRUS (STRA 
IN OC43).//Q04854 
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F-HEMBB1000335//ZINC FINGER PROTEIN 13 (ZFP-13) (KROX-8 PROTEIN) (FRAGME 
NT).//0.82:33:45//MUS MUSCULUS (MOUSE) .//P10754 

F-HEMBB1000336//ALDEHYDE OXIDASE (EC 1.2.3.1) (FRAGMENTS) .7/0.80:44:40// 
ORYCTOLAGUS CUNICULUS (RABBIT) .//P80456 

F-HEMBB1000337//SPLICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICI 
NG FACTOR SRP75) .//0.94: 118:22//H0M0 SAPIENS (HUMAN) .//Q08170 
F-HEMBB1000338//MALE SPECIFIC SPERM PROTEIN MST84DA.//0.042:33:39//DROSO 
PHILA MELANOGASTER (FRUIT FLY) .//Q01642 

F-HEMBB1000339//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.2e-14:54:55// 
HOMO SAPIENS (HUMAN) .//P39188 

F-HEMBB1000341//GENE 74 PROTEIN (GP74) .//1.0:39:33//MYCbBACTERIOPHAGE L5 
.//Q05289 

F-HEMBB1000343 

F-HEMBB1000354//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//l. le-15:83:56// 
HOMO SAPIENS (HUMAN) . //P39i88 

F-HEMBB1000369//PROTEIN Q300.//0.99:27:40//MUS MUSCULUS (MOUSE) . //Q02722 
F-HEMBB1000374//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//4.7e-34:56:78/ 
/HOMO SAPIENS (HUMAN) . //P39189 
F-HEMBBl 000376 

F-HEMBB1000391//COLLAGEN ALPHA KXII) CHAIN (FRAGMENTS) .//0. 0013:79:35// " 
BOS TAURUS (BOVINE). //P25508 

F-HEMBB1000399//CHECKP0 I NT PROTE IN RAD17 . / /2 . 8e- 15 : 187 : 31 //SCH I ZOSACCHAR 
OMYCES POMBE (FISSION YEAST) . //P50531 

F-HEMBB1000402//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 5 (EC 1,6.5.3) (FRA 
GMENT).//0.027:60:38//LEISHMANIA TARENTOLAE (SAUROLEISHMANIA TARENTOLAE) 
.//P15583 

F-HEMBBl 000404//CYANELLE 50S RIBOSOMAL PROTEIN L28.//0.94:29:27//CYAN0PH 
ORA PARAD0XA.//P48129 

F-HEMBB1000420//SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B53) .//O. 
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023:97:35//HOM0 SAPIENS (HUMAN) . //Q15427 

F-HEMBB1000434//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!! !//4.8e-20: 111:54 
//HOMO SAPIENS (HUMAN) .//P39194 

F-HEMBB1000438//HYPOTHETICAL 7.9 KD PROTEIN IN GP55-NRDG INTERGENIC REGI 
ON . //O . 93 : 24 : 50//BACTER lOPHAGE T4 . //P07076 

F-HEMBB1000441//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//4.4e-23: 85:70// 
HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBBl 000449//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//0.88:27:51//HO 

MO SAPIENS (HUMAN). //P39195 

F-HEMBB1000455 

F-HEMBB1000472 

F-HEMBBl 000480//PROTE IN STBC. //I . 0 : 52 : 30//ESCHERICHI A COLI . //P11905 
F-HEMBB1000487//SHORT NEUROTOXIN 1 (NEUROTOXIN ALPHA) (NEUROTOXIN II).// 
0.93:29:34//NAJA OXIANA (CENTRAL ASIAN COBRA) (OXUS COBRA) . //P01427 
F-HEMBB1000490//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//2.3e-16:50:80/ 
/HOMO SAPIENS (HUMAN) .//P39195 
F7HEMBBIOOO49I 

F-HEMBB1000493//3A PROTEIN. //I. 0:51:35//AVIAN INFECTIOUS BRONCHITIS VIRU 
S (STRAIN BEAUDETTE) (IBV) .//P30237 

F-HEMBB1000510//LINE-1 REVERSE TRANSCRIPTASE H0xM0L0G.//8.7e-27: 132:45//H 
OMO SAPIENS (HUMAN). //P08547 

F-HEMBB10005 18/ /CYTOCHROME C OXIDASE POLYPEPTIDE III (EC 1.9.3. 1) .//O. 02 
l:47:40//LEISHMANIA TARENTOLAE (SAUROLEISHMANIA TARENTOLAE) .//P14546 
F-HEMBB1000523 

F-HEMBB1000530//COLLAGEN ALPHA l(XIV) CHAIN PRECURSOR (UNDULIN) .//9.8e-l 
4:43:83//GALLUS GALLUS (CHICKEN) .//P32018 

F-HEMBB1000550//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 5 (EC 1.6.5.3) .//O. 
19: 97:30/ /TRYPANOSOMA BRUCEI BRUCEI.//P04540 

F-HEMBB1000554//MATERNAL B9.10 PROTEIN (P30 B9. 10) .//0.94:82:25//XENOPUS 
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LAEVIS (AFRICAN CLAWED FROG) . //P40744 
F-HEMBB1000556//TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TA 
FII-135) (TAFII135) (TAFII-130) (TAFII130) .//0.043:201:29//HOMO SAPIENS 
(HUMAN). //000268 

F-HEMBB1000564//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//I. 0:52:34// 
METRIDIUM SENILE (BROWN SEA ANEMONE) (FRILLED SEA ANEMONE) . //047493 
F-HEMBB1000573//!!!! ALU SUBFAMILY SB2 WARNING ENTRY ! ! ! !//2.3e-10:52:73 
//HOMO SAPIENS (HUMAN) .//P39191 

F-HEMBB1000575//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//1.8e-26:76:76/ • 
/HOMO SAPIENS (HUMAN) .//P39192 

F-HEMBB1000586//NADH-UBIQUINONE OXIDOREDUCTASE MLRQ SUBUNIT (EC 1.6.5.3) 
(EC 1.6.99.3) (COMPLEX I-MLRQ) (CI-MLRQ) .//0.74:23:52//H0M0 SAPIENS (HU 
MAN).//000483 

F-HEMBB1000589//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//2.9e-25:6l:75/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-HEMBB1000591//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//1.0:34:35// 
PETROMYZON MARINUS (SEA LAMPREY) .//Q35537 

F-HEMBB1000592//SMALL PROLINE-RICH PROTEIN 2-l.//0.0016:49:42//HOMO SAPI 
ENS (HUMAN). //P35326 

F-HEMBB1000593//COLLAGEN ALPHA l(III) CHAIN (FRAGMENTS).// 0.0070: 189: 32/ 
/CALLUS GALLUS (CHICKEN) .//P12105 

F-HEMBB1000598//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//5.7e-10: 110:41//N 
YCTICEBUS COUCANG (SLOW LORIS) .//P08548 

F-HEMBB1000623//HYPOTHETICAL 54.9 KD PROTEIN C02F5.7 IN CHROMOSOME III./ 
/O . 0022 : 98: 28//CAEN0RHABDITIS ELEGANS. //P34284 

F-HEMBB1000630 

F-HEMBB1000631//ALPHA-2C-1 ADRENERGIC RECEPTOR (ALPHA-2C-1 ADRENOCEPTOR) 

(SUBTYPE C4).//8.8e-06:59:40//HOMO SAPIENS (HUMAN) . //P18825 
F-HEMBB1000632//GUANINE NUCLEOTIDE RELEASING PROTEIN (GNRP) .//7.3e-13:17 
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3:28//MUS MUSCULUS (MOUSE) .//P27671 

F-HEMBB1000637//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//4. 66-41:94:82/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-HEMBB1000638//INVOLUCRIN.//1.9e-06:144:29//HOMO SAPIENS (HUMAN) .//P074 
76 

F-HEMBB1000643//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//8.3e-30:77:76/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-HEMBB1000649//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//2.5e-37:58:81/ 

/HOMO SAPIENS (HUMAN) .//P39189 

F-HEMBB1000652//!!! ! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//2.2e-37:61 :77/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-HEMBB1000665//HYP0THETICAL PROTEIN BBD24.//0.83:38:36//BORRELIA BURGDO 

RFERI (LYME DISEASE SPIROCHETE) .//P70845 

F-HEMBB1000671//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//6.8e-51:74:71//H0 
MO SAPIENS (HUMAN). //P08547 . ■ 

F-HEMBB1000673//HEAT-STABLE ENTEROTOXIN A3/A4 PRECURSOR (STA3/STA4) (ST- 
IB) (ST-H) .//0.012:37:37//ESCHERICHIA C0LI.//P07965 

F-HEMBB1000684//!!! ! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//3.1e-21:66:72/ 
/HOMO SAPIENS (HUMAN) .//P39193 

_ P-HFMRRinnnRg'^77HITMTTNnTTN "4^^ — — 

/RATTUS NORVEGICUS (RAT) . //P54256 

F-HEMBB1000705 

F-HEMBB100G706 

F-HEMBB1000709//HYPOTHETICAL 5.8 KD PROTEIN. //I. 0:29: 44/ /CLOVER YELLOW M 
OSAIC VIRUS (CYMV).//P16485 

F-HEMBB1000725//RAS-RELATED PROTEIN RAB-8B.//7.4e-105:205:98//RATTUS NOR 
VEGICUS (RAT).//P70550 

F-HEMBB1000726//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//1.4e-25:85:70/ 
/HOMO SAPIENS (HUMAN) .//P39194 



2 2 4 7 



ailiE# 2002-3046780 



#2 000—183767 



F-HEMBB1000738//50S RIBOSOMAL PROTEIN L33.//1.0:41:31//THERMUS AQUATICUS 

(SUBSP. THERM0PHILUS).//P35871 
F-HEMBB1000749// ! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//1.3e-29:42:85/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-HEMBB1000763//NIFU PROTEIN. //O. 089:63:36//FRANKIA ALNI .//P46045 
F-HEMBB1000770//CALTRIN-LIKE PROTEIN II .//0.98: 13:69//CAVIA PORCELLUS (G 
UINEA PIG).//P22075 

F-HEMBB1000774//HIGH MOBILITY GROUP PROTEIN HMG-Y.//0.029:53:32//MUS MUS 

CULUS (MOUSE). //P17095 

F-HEMBB1000781//MAPK/ERK KINASE KINASE 2 (EC 2.7.1.-) (MEK KINASE 2) (ME 
KK 2).//3.5e-75:144:98//MUS MUSCULUS (MOUSE) .//Q6 1083 

F-HEMBB1000789//PUTATIVE 90.2 KD ZINC FINGER PROTEIN, IN CCA1-ADK2 INTERG 
ENIC REGI0N.//2.6e-49:232:43//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST)./ 
/P39956 

F-HEMBB1000790//!! !! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.9e-16:93:51// 

HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBB1000794 

F-HEMBB1000807//MUSCARINIC ACETYLCHOLINE RECEPTOR M3.//0.54: 111:27//GALL 
US GALLUS (CHICKEN). //P49578 

F-HEMBB1000810 " 

F-HEMBB1000821 

F-HEMBB1000822//HYPOTHETICAL 10 KD PROTEIN (ORF 6) .//0.10:50:34//NARCISS 
US MOSAIC VIRUS (NMV) .//P15099 

F-HEMBB1000826//B-CELL GROWTH FACTOR PRECURSOR (BCGF-12 KD) .//O. 00025: 73 
:39//H0M0 SAPIENS (HUMAN) .//P20931 

F-HEMBB1000827//HYPOTHETICAL 7.4 KD PROTEIN. //0.89:23:52//THERMOPROTEUS 
TENAX VIRUS 1 (STRAIN KRAI) (TTVl) .//P19302 

F-HEMBB1000831//MALE SPECIFIC SPERM PROTEIN MST87F.//0.98:35:40//DROSOPH 
ILA MELANOGASTER (FRUIT FLY) .//P08175 
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F-HEMBB1000835//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//7.8e-3l:96:46//H0 
MO SAPIENS (HUMAN). //P08547 

F-HEMBB1000840//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //O. 00012: 102 :36//N 
YCTICEBUS COUCANG (SLOW LORIS) .//P08548 

F-HEMBB1000848//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //7.3e-97: 239 :70//H 
OMO SAPIENS (HUMAN). //P08547 
F-HEMBBl 000852 
F-HEMBBl 000870 

F-HEMBB1000876//METALLOTHIONEIN (MT) . //O. 99: 14:64//PERCA FLUVIATILIS (PE 
RCH).//P52725 

F-HEMBB1000883//HYPOTHETICAL 7.8 KD PROTEIN (0RF62) .//0.34:60:33//GUILLA 
RDIA THETA (CRYPTOMONAS PHI) .//078459 

F-HEMBB1000887//HISTIDINE-RICH, METAL BINDING POLYPEPTIDE. //I. 0:26:42//H 

ELICOBACTER PYLORI (CAMPYLOBACTER PYLORI) .//Q48251 

F-HEMBB1000888 

F-HEMBB1000890 

F-HEMBB1000893 

F-HEMBB1000908//! I! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//0. 0074:45:51//H 
OMO SAPIENS (HUMAN). //P39188 

F-HEMBB1000910/./PROBABLE E5 PROTEIN. //I/O: 49 :36//HUMAN PAPILLOMAVIRUS TY 
PE 58.//P26552 

F-HEMBB1000913//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//0.29:56:46//H0 
MO SAPIENS (HUMAN). //P391 95 

F-HEMBB1000915//CYTOCHROME B (EC 1.10. 2.2). //2.5e-24:62:90//HOMO SAPIENS 
(HUMAN). //P00156 

F-HEMBB1000917//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//5.9e-26:53:66/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-HEMBB1000927//NEURONAL CALCIUM SENSOR 1 (NCS-1) (FREQUENIN) .//3.9e-44: 
182:45//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) .//Q91614 
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F-HEMBB1000947//SMALL PROLINE-RICH PROTEIN 2-l.//0.24:69:27//HOMO SAPIEN 
S (HUMAN). //P35326 

F-HEMBB1000959//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//3.0e-31:89:68/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-HEMBB1000973//CONNECTIVE TISSUE GROWTH FACTOR PRECURSOR. //O. 96: 66: 36// 
BOS TAURUS (BOVINE). //018739 

F-HEMBB1000975//HIST1DINE-RICH GLYCOPROTEIN PRECURSOR (HISTIDINE-PROLINE 
RICH GLYCOPROTEIN) (HPRG) .//O. 00042: 77: 41//H0M0 SAPIENS (HUMAN) . //P04 19 

6 

F-HEMBB1000981 

F-HEMBB1000985//MIPP PROTEIN (MURINE lAP-PROMOTED PLACENTA-EXPRESSED PRO 

TEIN).//1.0e-18:178:30//MUS MUSCULUS (MOUSE) .//P28575 

F-HEMBB1000991 

F-HEMBB1000996//HYPOTHETICAL 10.1 KD PROTEIN IN RHSD-GCL INTERGENIC REGI 
ON (0RFD3).//0.58:34:35//ESCHERICHIA COLI .//P33669 

F-HEMBB1001004//PROBABLE E4 PROTEIN.//0.24: 110:35//HUMAN PAPILLOMAVIRUS 

TYPE 5B.//P26550 

F-HEMBB1001008 

F-HEMBB1001011//ZINC FINGER PROTEIN 7 (ZINC FINGER PROTEIN K0X4) (ZINC F 
INGER PROTEIN HF. 16). //3.2e- 17: 104: 47//H0M0 SAPIENS (HUMAN) . //P17097 
F-HEMBB1001014//EOTAXIN PRECURSOR (EOSINOPHIL CHEMOTACTIC PROTEIN) .//I. 0 
:58:39//RATTUS NORVEGICUS (RAT) .//P97545 

F-HEMBB1001020//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//1.4e-07:36:75/ 

/HOMO SAPIENS (HUMAN) . //P39189 

F-HEMBB1001024 

F-HEMBB1001037//FERREDOXIN.//1.0:52:25//MOORELLA THERMOACETICA (CLOSTRID 

lUM THERMOACETICUM).//P00203 

F-HEMBB1001047 

F-HEMBB1001051//PROTEIN FAN (FACTOR ASSOCIATED WITH N-SMASE ACTIVATION). 
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//3.4e-2l:50:100//HOMO SAPIENS (HUMAN) .//Q92636 

F-HEMBB1001056//HYPOTHETICAL 29.3 KD PROTEIN (0RF92) .//O. 0099: 115: 35//0R 
GYIA PSEUDOTSUGATA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV) .//010341 
F-HEMBB1001058//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//l.le-33:95:76/ 

/HOMO SAPIENS (HUMAN) . //P39192 

F-HEMBB1001060//HYPOTHETICAL 8.2 KD PROTEIN ZC21.7 IN CHROMOSOME 1 1 1. //I 

.0:38:36//CAEN0RHABDITIS ELEGANS.//P34591 

F-HEMBB1001063 

F-HEMBB1001068 

F-HEMBB1001096//NOXIUSTOXIN (NTX) (TOXIN 11.11) .//0.99:36:38//CENTRUROID 
ES NOXIUS (MEXICAN SCORPION) .//P08815 

F-HEMBB1001102//HYPOTHETICAL 72.5 KD PROTEIN C2F7.10 IN CHROMOSOME I. //I 
.le-27:115:36//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q09701 
F-HEMBB1001105//CLASS II HISTOCOMPATIBILITY ANTIGEN, M ALPHA CHAIN PRECU 
RSOR.//0.80:70:40//HOMO SAPIENS (HUMAN) . //P28067 

F-HEMBB1001112//PR0TEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT.//l.le-126 
:287:85//RATTUS NORVEGICUS (RAT) . //P38378 

F-HEMBB1001114//HYPOTHETICAL 9.6 KD PROTEIN (0RF2) .//O. 84:62 :27//BACTERI 
OPHAGE L2.//P42537 
-F-HEMBB1001117 - 

F-HEMBB1001119//COLLAGEN ALPHA l(XII) CHAIN PRECURSOR. //1.6e-21: 50 :98//H 
OMO SAPIENS (HUMAN). //Q99715 

F-HEMBB1001126//HYPOTHETICAL 55.9 KD PROTEIN EEED8.6 IN CHROMOSOME II.// 
1.7e-50:l84:53//CAEN0RHABDITIS ELEGANS.//Q09296 

F-HEMBB1001133//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//1.4e-09:53:62/ 
/HOMO SAPIENS (HUMAN) . //P39192 

F-HEMBB1001137//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7 
.6) (RPBl) (FRAGMENT). //2.0e-05: 206: 27//CRICETULUS GRISEUS (CHINESE HAMS 
TER).//P11414 
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F-HEMBB1001142//! ! ! ! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//4. le-05:46:56/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-HEMBB1001151//HYPOTHETICAL 33.5 KD PROTEIN C1D4.02C IN CHROMOSOME I.// 
2.3e-23:109:44//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q10149 
F-HEMBB1001153//PR0COLLAGEN ALPHA 2(IV) CHAIN PRECURSOR. //O. 75: 76 :34//AS 
CARIS SUUM (PIG ROUNDWORM) (ASCARIS LUMBRICOIDES) .//P27393 
F-HEMBB1001169//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//1.4e-16:71:59/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-HEMBB1001175//ANKYRIN.//3.2e-12:169:31//MUS MUSCULUS (MOUSE) . //Q02357 
F-HEMBB1001177//PERI0DIC TRYPTOPHAN PROTEIN 2 H0M0L0G.//9.4e-07: 148:27// 
HOMO SAPIENS (HUMAN) .//Q15269 

F-HEMBB1001182//HYPOTHETICAL 36.0 KD PROTEIN. //I. 3e-09: 110:31//SACCHAROM 

YCES CEREVISIAE (BAKER' S YEAST) . //P54858 

F-HEMBB1001199 

F-HEMBB1001208//HYPOTHETICAL PROTEIN LAMBDA-SP5.//0.053:23:47//MUS MUSCU 

LUS (MOUSE). //P15974 

F-HEMBB1001209 

F-HEMBB1001210//HYPOTHETICAL PROTEIN LAMBDA-SP5.//0.14:40:37//MUS MUSCUL 
US (MOUSE). //P15974 

F-HEMBB100I218//! ! ! ! ALU SUBFAMILY SQ WARNING' ENTRY ! ! ! !//3.4e-19:49:67/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-HEMBB1001221//CYT0CHR0ME C OXIDASE POLYPEPTIDE VIIA-LIVER PRECURSOR (E 
C 1.9.3.1).//0.1l:44:38//HOMO SAPIENS (HUMAN) .//P14406 
F-HEMBB1001234//65 KD YES-ASSOCIATED PROTEIN (YAP65) .//2.0e-45:192:53//M 
US MUSCULUS (MOUSE). //P46938 

F-HEMBB1001242//HYP0THETICAL 143.3 KD TRP-ASP REPEATS CONTAINING PROTEIN 
C12G12.13C IN CHROMOSOME I.//5.5e-37:226:41//SCHIZ0SACCHAROMYCES POMBE 
(FISSION YEAST). //Q09876 

F-HEMBB1001249//0XALOACETATE DECARBOXYLASE GAMMA CHAIN (EC 4.1.1.3) .//I. 
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0:23:43//KLEBSIELLA PNEUMONIAE. //P13155 

F-HEMBB1001253//METALL0THI0NEIN-IH (MT-IH) (METALLOTHIONEIN-0) (MT-0).// 
0.14:16:43//HOMO SAPIENS (HUMAN) . //P80294 

F-HEMBB1001254//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//1.4e-12:40:75/ 

/HOMO SAPIENS (HUMAN) .//P39195 

F-HEMBB1001267//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! }//1.0e-12:33:78/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-HEMBB1001271//HYPOTHETICAL 25.1 KD PROTEIN B0302.5 IN CHROMOSOME X.//1 
.0:58:37//CAEN0RHABDITIS ELEGANS.//Q10928 

F-HEMBB1001282//ANKYRIN HOMOLOG PRECURSOR. //9.5e-13: 206: 31 //CHROMAT I UM V 
INOSUM.//Q06527 

F-HEMBB1001288//COPPER HOMEOSTASIS PROTEIN CUTC.//4.6e-42:163:51//ESCHER 
ICHIA C0LI.//P46719 

F-HEMBB1001289//HYPOTHETICAL PROTEIN ORF-1137.//1.0e-05: 106:26//MUS MU.SC 
ULUS (MOUSE). //PI 1260 

F-HEMBB1001294//GTP-BINDING PROTEIN TC10.//1.3e-34:58:94//HOMO SAPIENS ( 
HUMAN). //P17081 

F-HEMBB1001302//HOMEOBOX PROTEIN CDX-2 (CAUDAL-TYPE HOMEOBOX PROTEIN 2) 
(CDX-3).//0.24:49:46//HOMO SAPIENS (HUMAN) .//Q99626 

F-HEMBB1001304//GLYCr.NE-RIGH CELL WALL STRUCTURAL PROTEIN (CLONE WlO-1) 
(FRAGMENT) .//I. 0:17:70//LYCOPERSICON ESCULENTUM (TOMATO) .//QO 1157 
F-HEMBB1001314//SALIVARY GLUE PROTEIN SGS-3 PRECURSOR. //O. 21: 104:27//DRO 
SOPHILA ERECTA (FRUIT FLY) .//P13730 

F-HEMBB1001315//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//1.3e-24:53:71/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-HEMBB1001317//HYPOTHETICAL 85.7 KD PROTEIN C13G6.03 IN CHROMOSOME I.// 
0.24:90:31//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q09782 
F-HEMBB1001326//HYP0THETICAL PROTEIN LAMBDA-SP5.//0.36:26:50//MUS MUSCUL 
US (MOUSE). //P15974 
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F-HEMBB1001331 //HYPOTHETICAL BHLFl PROTEIN. //I. 0:127:33//EPSTEIN-BARR VI 
RUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03181 

F-HEMBB1001335//ESCARGOT/SNAIL PROTEIN HOMOLOG (FRAGMENT) .//O. 85: 44: 29// 
SCIARA COPROPHILA (FUNGUS GNAT) .//Q01799 

F-HEMBB1001337//! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//4.2e-20:62:62/ 
/HOMO SAPIENS (HUMAN) .//P39I94 

F-HEMBB1001339//HYPOTHETICAL 17.3 KD PROTEIN CYlAll. 16C.//8.2e-07: 123:34 
//MYCOBACTERIUM TUBERCULOSIS. //Q50606 

F-HEMBB1001346//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //4.2e-14: 60 :45//H0 
MO SAPIENS (HUMAN). //P08547 

F-HEMBB1001348//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//5.6e-14:61:62// 
HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBB1001356 
F-HEMBBl 001364 

F-HEMBB1001366//HISTIDINE-RICH PROTEIN. //0.87:26:42//PLASM0DIUM FALCIPAR 
UM (ISOLATE FCM17 / SENEGAL) .//P14586 

F-HEMBBl 00 1367//!!!! ALU SUBFAMILY SC WARNING ENTRY !!! !//8.6e-40: 146:61 

//HOMO SAPIENS (HUMAN) .//P39192 

F-HEMBB1001369 

F-HEMBB1001380// ! 1 1 ! ALU SUBFAMILY' SP WARNING- ENTRY ! I ! I /Zl , 9e^25 : 49 : 83/ " — : 

/HOMO SAPIENS (HUMAN) . //P39193 

F-HEMBBl 00 1384//BH3 INTERACTING DOMAIN DEATH AGONIST (BID) .//O. 80:95:29/ 
/MUS MUSCULUS (MOUSE) . //P70444 

F-HEMBB1001387//PEA2 PROTEIN (PPF2 PROTEIN) .//O. 022: 117: 34//SACCHAR0MYCE 
S CEREVISIAE (BAKER'S YEAST). //P40091 

F-HEMBB1001394//ALPHA-ADAPTIN A (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 ALP 
HA-A LARGE CHAIN) (100 KD COATED VESICLE PROTEIN A) (PLASMA MEMBRANE ADA 
PTOR HA2/AP2 ADAPTIN ALPHA A SUBUNIT) .//0.38:85:31//MUS MUSCULUS (MOUSE) 
.//P17426 
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F-HEMBB1001410 

F-HEMBB1001424//PHOTOSYSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSOR.// 
0.99:37:21//ORYZA SATIVA (RICE) .//P12162 

F-HEMBB1001426//!!!! ALU SUBFAMILY SX WARNING ENTRY !!! !//0. 0035:40:60// 
HOMO SAPIENS (HUMAN) .//P39195 

F-HEMBB1001429//CYTOSOL AMINOPEPTIDASE (EC 3.4.11.1) (LEUCINE AMINOPEPTI 
DASE) (LAP) (LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (EC 3.4.11. • 
5) (PROLYL AMINOPEPTIDASE). //I. le-99:219:86//B0S TAURUS (BOVINE) .//P0072 
7 

F-HEMBB1001436//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//3.4e-30:57:78/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-HEMBBl 00 1443// [PYRUVATE DEHYDROGENASE (LIPOAMIDE)] -PHOSPHATASE PRECURS 
OR (PDP) (EC 3.1.3.43) (PYRUVATE DEHYDROGENASE PHOSPHATASE, CATALYTIC SU 
BUNIT) (PDPC).//2.5e-79:l55:97//B0S TAURUS (BOVINE) .//P35816 
F-HEMBB1001449 

F-HEMBB1001454//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE M) [CONTAINS: P 
EPTIDE P-D] (FRAGMENT). //I. le-05: 196 :31//H0M0 SAPIENS (HUMAN). //P10161 
F-HEMBB1001458//24 KD ANTIGEN (FRAGMENT) .//O. 94: 18:50//PLASMODIUM CHABAU 
DI.//P14592 

-F-HEMBB1001463 - - - - — 

F-HEMBB1001464//PPF2L ANTIGEN (FRAGMENT) .//I, 0:45: 28//PLASM0DIUM FALCIPA 
RUM (ISOLATE PALO ALTO / UGANDA) . //P07765 

F-HEMBB1001482//GASTRULA ZINC FINGER PROTEIN XLCGF16.1 (FRAGMENT) .//4.2e 
-10:37:43//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) .//P18712 
F-HEMBB1001500 

F-HEMBB1001521//! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.4e-39:59:72// 
HOMO SAPIENS (HUMAN) .//P39188 

F-HEMBBl 00 1527//H0ME0B0X PROTEIN H0X-B5 (XLHBOX-4) (XHOX-IB) (FRAGMENT). 
//0.21:131:25//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) .//P09019 
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F-HEMBB1001531//GENE 32 PROTEIN (GP32) .//O. 88:95 :30//MYCOBACTERIOPHAGE L 
5.//Q05241 

F-HEMBB1001535//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//1.0:31:38// 

LUMBRICUS TERRESTRIS (COMMON EARTHWORM) . //Q34942 

F-HEMBB1001536 

F-HEMBB1001537//!!!! ALU SUBFAMILY SB2 WARNING ENTRY !!! !//0. 0063:52:50/ 
/HOMO SAPIENS (HUMAN) . //P39191 

F-HEMBB1001555//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//4.9e-23:69:63// 
HOMO SAPIENS (HUMAN) .//P39188 
^ F-HEMBB1001562//RABPHILIN-3A.//0.087:147:27//RATTUS NORVEGICUS (RAT).//P 
47709 

F-HEMBB1001564//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//5.9e-27: 107:54//H 
OMO SAPIENS (HUMAN). //P08547 

F-HEMBB1001565//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//1.9e-12:5l:54/ 

/HOMO SAPIENS (HUMAN). //P39194 

F-HEMBB1001585 

F-HEMBB1001586 

F-HEMBB1001588//HYPOTHETICAL 12.3 KD PROTEIN IN GAPl-NAPl INTERGENIC REG 

^ ION.//0.0031:31:48//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P36140 
W 

F-HEMBBl 001603 - - . . . 

F-HEMBB1001618//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TR 
ANSCRIPTASE (EC 2.7.7.49); ENDONUCLEASE] .//O, 00076: 47: 44//MUS MUSCULUS ( 
MOUSE). //PI 1369 

F-HEMBB1001619//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930). //I. 0 

:52:32//H0M0 SAPIENS (HUMAN) .//P22531 

F-HEMBB1001630 

F-HEMBB1001635//METALLOTHIONEIN-LIKE PROTEIN TYPE 2 A.//1.0:27:44//LYC0P 
ERSICON ESCULENTUM (TOMATO) .//Q40157 

F-HEMBB1001637//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//0.0042:26:73//H 
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OMO SAPIENS (HUMAN). //P39188 
F-HEMBB1001641 

F-HEMBB1001653//SURVIVAL MOTOR NEURON PROTEIN l.//0.51:36:47//CANIS FAMI 
LIARIS (DOG).//002771 

F-HEMBB1001665//HOMEOBOX PROTEIN ENGRAILED-1 (HU-EN-1) .//O. 0030: 135:34// 
HOMO SAPIENS (HUMAN) ■.//Q05925 

F-HEMBB1001668//PROBABLE 60S RIBOSOMAL PROTEIN L39.//0.99:25:44//CAEN0RH 
ABDITIS ELEGANS.//P52814 

F-HEMBB1001673//HYPOTHETICAL 46.1 KD PROTEIN IN ERP5-0RC6 INTERGENIC REG 
ION. //O. 0054: 128:34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P38823 
F-HEMBB1001684//SUPPRESSOR PROTEIN SRP40.//0.56:81:34//SACCHAR0MYCES CER 
EVISIAE (BAKER'S YEAST). //P32583 

F-HEMBB1001685//CYTOCHROME C OXIDASE POLYPEPTIDE VIII-HEART PRECURSOR (E 
C 1.9.3.1) (VIIIB) (IX),//1.0:21:47//B0S TAURUS (BOVINE) . //P10175 
F-HEMBB1001695//MY0SIN IC HEAVY CHAIN.//8.9e-05:86:40//ACANTHAM0EBA CAST 
ELLANI I (AMOEBA) . //PI 0569 

F-HEMBB1001704//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//9.0e-08:35:71/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-HEMBB1001706//CORNIFIN (SMALL PROLINE-RICH PROTEIN I) (SPR-I) (SMALL P 
ROLINE-RICH SQUAMOUS CELL MARKER) (SPRP) .//0v91-39-41//S0S SCROFA-(PIG) . 
//P35323 

F-HEMBB1001707//FERREDOXIN-LIKE PROTEIN IN NIF REGION. //I. 0:43:23//BRADY 
RHIZOBIUM JAP0NICUM.//P27394 

F-HEMBB1001717//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4 (EC 1.6.5.3) (FRA 
GMENT) .//1.0:71:25//LEMUR CATTA (RING-TAILED LEMUR) . //Q34878 
F-HEMBB1001735//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//9.0e-35:97:74/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-HEMBB1001736//EUKARYOTIC TRANSLATION INITIATION FACTOR 3 BETA SUBUNIT 
(EIF-3 BETA) (EIF3 P116) (EIF3 PllO) .//O. 00069: 180:28//HOM0 SAPIENS (HUM 
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AN).//P55884 
F-HEMBB1001747 

F-HEMBB1001749//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//1.8e-43:75:70/ 
/HOMO SAPIENS (HUNAN) .//P39195 

F-HEMBB1001753//PROTEIN Q300. //O. 00091 : 16:81//NUS MUSCULUS (MOUSE) .//Q02 
722 

F-HEMBB1001756//CYCLIN-DEPENDENT KINASES REGULATORY SUBUNIT 2 (XE-P9).// 
0.94:35:42//XENOPUS LAEVIS (AFRICAN CLAWED FROG) .//Q91879 

F-HEMBB1001760 

F-HEMBB1001762//GENE 35 PROTEIN (GP35) .//0.76:21:47//MYCOBACTERI0PHAGE L 

5.//Q05245 

F-HEMBB1001785 

F-HEMBB1001797//CHLOROPLAST 50S RIBOSOMAL PROTEIN L35.//0.99:41:31//PORP 

HYRA PURPUREA. //P51270 

F-HEMBB1001802 

F-HEMBB1001812//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//2.2e-39:54:77/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-HEMBB1001816//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//l.le-19:97:57/ 
/HOMO SAPIENS (HUMAN). //P39194 

F-HEMBBr001831/yHYPOTHETTCAt 45:6 KD PROTEIN" IN^ rNTERGENIC: R ' - - 

EGION.//0.62:204:23//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53951 
F-HEMBB1001834//GLYCINE-RICH RNA-BINDING PROTEIN 1 (FRAGMENT) .//O. 0014: 4 
0:45//S0RGHUM VULGARE (SORGHUM) . //Q99069 

F-HEMBB1.001836//!!!! ALU SUBFAMILY SB2 WARNING ENTRY ! ! ! !//7. le-14:85:61 
//HOMO SAPIENS (HUMAN) . //P39191 

F-HEMBB1001839//PROBABLE E4 PROTEIN. //0.61:49:34//HUMAN PAPILLOMAVIRUS T 

YPE 6C.//P20969 

F-HEMBB1001850 

F-HEMBB1001863//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//2.7e-30:57:68/ 
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/HOMO SAPIENS (HUMAN) .//P39194 
F-HEMBB1001867 

F-HEMBB1001868//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOP 
ROTEIN).//0.00036:47:53//NICOTIANA TABACUM (COMMON TOBACCO) . //P13983 
F-HEMBB1001869//! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//7.0e-ll:95:45// 
HOMO SAPIENS (HUMAN) .//P39188 

F-HEMBB1001872//HYPOTHETICAL 8.2 KD PROTEIN IN LEF8-FP INTERGENIC REGION 

.//1.0:34:38//AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV) 

.//P41459 

F-HEMBB1001874 

F-HEMBB1001875 

F-HEMBB1001880 

F-HEMBB1001899//GENE 11 PROTEIN. //I. 0:45:31//SPIROPLASMA VIRUS SPV1-R8A2 
B.//P15902 

F-HEMBB1001905//HYPOTHETICAL 81.7 KD PROTEIN IN M0L1-NAT2 INTERGENIC REG 
I0N.//8.8e-54:216:51//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P48234 
F-HEMBB1001906 

F-HEMBB 100 1908/ /MONOCYTIC LEUKEMIA ZINC FINGER PR0TEIN.//6.3e-51:138:80/ 

/HOMO SAPIENS (HUMAN) . //Q92794 

F-HEMBB1001910 

F-HEMBB1001911 

F-HEMBB1001915//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 64E (EC 3.1.2.15) 
(UBIQUITIN THIOLESTERASE 64E) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 64 
E) (DEUBIQUITINATING ENZYME 64E) .//2.3e-27:71:70//DROSOPHILA MELANOGASTE 
R (FRUIT FLY).//Q24574 

F-HEMBB1001921//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//9.8e-13:75:53//H0 

MO SAPIENS (HUMAN). //P08547 

F-HEMBB1001922 

F-HEMBB1001925//EPITHELIAL MEMBRANE PROTEIN-1 (EMP-1) (TUMOR-ASSOCIATED 
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MEMBRANE PROTEIN) .//I. 0:55: 30//MUS MUSCULUS (MOUSE) . //P47801 
F-HEMBB1001930//HYPOTHETICAL 9.6 KD PROTEIN K10D2.7 IN CHROMOSOME III.// 
0 . 43 : 49 : 26/ /CAENORHABD I T I S ELEGANS . //Q094 1 2 

F-HEMBB1001944//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//5. le-34:63:85/ 
/HOMO SAPIENS (HUMAN) . //P39189 

F-HEMBB1001945//NONSPECIFIC LIP ID-TRANSFER PROTEIN (LTP) (PHOSPHOLIPID T 
RANSFER PROTEIN) (PLTP) .//O. 28:45 :40//AMARANTHUS CAUDATUS (LOVE-LI ES-BLE 
EDING) (INCA-WHEAT).//P80450 

F-HEMBB1001947//PROTEIN UL24.//0.48:42:47//HERPES SIMPLEX VIRUS (TYPE 1 
/ STRAIN 17).//P10208 

F-HEMBB1001950//HYPOTHETICAL 42.6 KD PROTEIN IN GSHB-ANSB INTERGENIC REG 

ION (0378).//i.6e-24:162:36//ESCHERICHIA COLI .//P52062 

F-HEMBB1001952 

F-HEMBB1001953 

F-HEMBB1001957//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.7e-ll:5l:60// 
HOMO SAPIENS (HUMAN) .//P39188 

F-HEMBB1001962//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//7.6e-24: 163:42/ 
/HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBB100ig67//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//2. le-35:55:80/ 

/HOMO SAPIENS- (HUMAN) . //P39189 

F-HEMBB1001973//!!!! ALU SUBFAMILY SC WARNING ENTRY !!! !//2. le-37: 108:75 
//HOMO SAPIENS (HUMAN) .//P39192 

F-HEMBB1001983//LYSIS PROTEIN (E PROTEIN) (GPE) .//O. 84:45 :37//BACTERI0PH 

AGE ALPHA-3.//P31280 

F-HEMBB1001988 

F-HEMBB1001990 

F-HEMBB1001996//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//1.4e-14:98:40//H0 
MO SAPIENS (HUMAN). //P08547 

F-HEMBB1001997//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//4.1e-19:38:73// 
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HOMO SAPIENS (HUMAN) .//P39188 

F-HEMBB1002002//CYTOCHROME C BIOGENESIS PROTEIN CCSA.//1.0: 150:25//P0RPH 
YRA PURPUREA. //P5 1369 

F-HEMBBl 002005//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//7.6e-12:94:40/ 

/HOMO SAPIENS (HUMAN) . //P39195 
F-HEMBB1002009 

F-HEMBB1002015//HYPOTHETICAL 7.7 KD PROTEIN IN MRR-TSR INTERGENIC REGION 

(F67).//1.0:17:47//ESCHERICHIA C0LI.//P39395 
F-HEMBB1002042//CYTOCHROME P450 4C1 (EC 1.14.14.1) (CYPIVCl) .//2.4e-50: 1 
^ 39:55//BLABERUS DISCOIDALIS (TROPICAL COCKROACH) , //P29981 

F-HEMBB1002043//HYPOTHETICAL 9.5 KD PROTEIN IN DHFR 3' REGION (ORF3).//0. 
052:40:42//HERPESVIRUS SAIMIRI (SUBGROUP C / STRAIN 488) . //P22577 
F-HEMBB1002044//CELLULOSE COMPLEMENTING PR0TEIN.//0.45:8T:33//ACET0BACTE 
R XYLINUM (ACETOBACTER PASTEUR I ANUS) . //P37697 

F-HEMBB1002045//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//O. 78: 18:55/ 

/HOMO SAPIENS (HUMAN) .//P03928 

F-HEMBB1002049 

F-HEMBB1002050//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONE CP7) [CON 
^ TAINS: BASIC PEPTIDE P-F] (FRAGMENT) .//I. Oe-06: 188: 27//H0M0 SAPIENS (HUM 
AN).//P02812 

F-HEMBB1002068//HOMEOBOX PROTEIN H0X-A4 (CHOX-1.4) .//0.0023:56:44//GALLU 
S CALLUS (CHICKEN).//P17277 

F-HEMBB1002069//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOP 
ROTEIN).//0.0074:134:33//NICOTIANA TABACUM (COMMON TOBACCO) .//P13983 
F-HEMBB1002092//ENV POLYPROTEIN PRECURSOR (COAT POLYPROTEIN) [CONTAINS: 
OUTER MEMBRANE PROTEIN GP70; TRANSMEMBRANE PROTEIN P20E] .//2.4e-07:75:40 
//BABOON ENDOGENOUS VIRUS (STRAIN M7).//P10269 

F-HEMBB1002094//!!!! ALU SUBFAMILY SB2 WARNING ENTRY ! ! ! !//1.9e-24:63:82 
//HOMO SAPIENS (HUMAN) .//P39191 
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F-HEMBB1002115//EC PROTEIN HOMOLOG (ZINC-METALLOTHIONEIN CLASS II). //O. 9 
4:26:42//ZEA MAYS (MAIZE) .//P43401 

F-HEMBB1002134//ZINC-FINGER PROTEIN NEUR0-D4.//4.6e-57:176:67//RATTUS NO 
RVEGICUS (RAT).//P56163 

F-HEMBB1002139//CHLOROPLAST 505 RIBOSOMAL PROTEIN L35.//1..0: 17:52//P0RPH 
YRA PURPUREA. //P5 1270 

F-HEMBB1002142//EARLY NODULIN 20 PRECURSOR (N-20) .//0.087:52:36//MEDICAG 
0 TRUNCATULA (BARREL MEDIC). //P93329 

F-HEMBB1002152//HYPOTHETICAL 12.3 KD PROTEIN IN RPL3-RPL33 INTERGENIC RE 
GION (ORF102).//5.8e-05:61:37//CYANOPHORA PARAD0XA.//P15811 
F-HEMBB1002189//HYPOTHETICAL PROTEIN UL125.//1.0:77:32//HUMAN CYTOMEGALO 
VIRUS (STRAIN AD169) .//P16835 
F-HEMBB1002190 

F-HEMBB1002193//TYR0SINE-PR0TEIN KINASE RECEPTOR TYROS PRECURSOR (TYROSI 
NE-PROTEIN KINASE RSE) (TYROSINE-PROTEIN KINASE SKY) (TYROSINE-PROTEIN K 
INASE DTK).//1.2e-27:59:100//HOMO SAPIENS (HUMAN) . //Q06418 
F-HEMBB1002217//ZINC FINGER PROTEIN 184 (FRAGMENT) .//6.6e-22: 106: 50//H0M 
0 SAPIENS (HUMAN). //Q99676 

F-HEMBB1002218//PROTEIN Q300.//0.85: 19:52//MUS MUSCULUS (MOUSE) .//Q02722 
- - F^HEMRRTnnJ>5>.^5! /-/ I 11 1 AT Tl SITRF AMTI-V-SY U FNTRV 1 I I I Z /C) l?e-91': Rfi : 717 

^ ^ w V mmm mam f f » • • » m^m^ w ^ * * « mm ■ ■ mmmmm • * • * «m ^^m ■ mm mt » • • • f ^ • ^ * ^ f 

/HOMO SAPIENS (HUMAN) .//P391 95 
F-HEMBB1002247 

F-HEMBB1002249//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//7.2e-29:93:69/ 
/HOMO SAPIENS (HUMAN) . //P39194 

F-HEMBB1002254//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//2.0e-29:10l:67 

//HOMO SAPIENS (HUMAN) . //P39194 

F-HEMBB1002255//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 3 (EC 1.6.5.3) .//I. 
0:73:28//PARAMECIUM TETRAURELIA.//P15579 

F-HEMBB1002266//GLUTAMIC ACID-RICH PROTEIN PRECURSOR. //O. 0079: 151:26//PL 
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ASMODIUM FALCIPARUM (ISOLATE FC27 / PAPUA NEW GUINEA) . //P13816 
F-HEMBB1002280//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//5.2e-15: 182:36//N 
YCTICEBUS COUCANG (SLOW LORIS) .//P08548 
F-HEMBBl 002300 

F-HEMBB1002306//!!!! ALU SUBFAMILY SX WARNING ENTRY !!! !//0. 00011:26:84/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-HEMBB1002327//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//4. le-ll:4l:85/ 
/HOMO SAPIENS (HUMAN) .//P39189 

F-HEMBB100232g//HYPOTHETICAL 74.0 KD PROTEIN IN CAJ1-H0M3 INTERGENIC REG 
® I0N.//9.9e-17:232:30//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P40032 
F-HEMBBl 002340 

F-HEMBB1002342//HYPOTHETICAL 32.5 KD PROTEIN IN MSH6-BMH2 INTERGENIC REG 
ION.//3.6e-40:102:57//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //Q03835 
F-HEMBB1002358//THYMIDYLATE KINASE (EC 2.7.4.9) (DTMP KINASE) .//6. le-30: 
63:96//H0M0 SAPIENS (HUMAN) .//P23919 . 

F-HEMBBl 002359//HYPOTHETICAL 7.1 KD PROTEIN C6G9.01C IN CHROMOSOME I.//0 
.97:28:46//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) . //Q92346 
F-HEMBB10p2364//RETROVIRUS-RELATED POL POLYPROTEIN (FRAGMENT) .//O. 47: 119 
^ :25//H0M0 SAPIENS (HUMAN) . //P12895 

F-HEMBBl 002371 //HYPOTHETICAL: 15.5 KD PROTEIN C2F7.12 IN CHROMOSOME I PRE 

CURSOR. //3.0e-05:lll:30//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). //Q09 
703 

F-HEMBBl 002381 //PUTATIVE CUTICLE COLLAGEN C09G5.4.//0.34: 105:34//CAENORH 
ABDITIS ELEGANS.//Q09455 

F-HEMBB1002383//ATP SYNTHASE A CHAIN (EC 3.6.1.34) (PROTEIN 6). //O. 049:1 
03:32//AQUIFEX AE0LICUS.//066566 

F-HEMBB1002387//10 KD CHAPERONIN (PROTEIN CPNIO) (PROTEIN GROES) (HEAT S 
HOCK PROTEIN 11) .//O. 18:75:28//RICKETTSIA TSUTSUGAMUSHI .//P16626 
F-HEMBB1002409//HIGH MOBILITY GROUP PROTEIN HMG-Y.//0.014:61:36//MUS MUS 
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CULUS (MOUSE). //P17095 
F-HEMBB1002415 

F-HEMBB1002425//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//3.8e-18:55:70/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-HEMBB1002442//LIN-10 PROTEIN. //5. le-15: 121:31//CAEN0RHABDITIS ELEGANS. 
//P34692 

F-HEMBB1002453//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//1.2e-32:54:75/ 
/HOMO SAPIENS (HUMAN) .//P39189 

F-HEMBB1002457// ! ! ! ! ALU SUBFAMILY J WARNING ENTRY !!! !//1.5e-07: 31:64// 
^ HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBB1002458//MALE SPECIFIC SPERM PROTEIN MST84DA.//0.92:28:53//DR0S0P 
HILA MELANOGASTER (FRUIT FLY) .//Q01642 

F-HEMBB1002477//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7 
.6) (RPBl) (FRAGMENT).//©. 0066:1 98 :27//CR I CETULUS GRISEUS (CHINESE HAMST 
ER). //PI 1414 

F-HEMBB1002489//SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B53) .//O. 
030:182:28//HOMO SAPIENS (HUMAN) . //Q15427 
F-HEMBBl 002492 

^ F-HEMBB1002495//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//2.1e-08:41:75/ 
/HOMO SAPIENS (HUMAN). //P39192 

F-HEMBB1002502//RETROVIRUS-RELATED POL POLYPROTEIN (FRAGMENT) .//O. 00030: 

31:77//H0M0 SAPIENS (HUMAN) .//P12895 

F-HEMBB1002509 

F-HEMBB1002510 

F-HEMBB1002520//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//6.8e-36:l62:50//N 
YCTICEBUS COUCANG (SLOW LORIS) .//P08548 

F-HEMBB1002522//7 KD PROTEIN (ORF 4) .//0.77:32:40//CHRYSANTHEMUM VIRUS B 

(CVB).//P37990 
F-HEMBBl 002531 
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F-HEMBB1002534//!!!! ALU SUBFAMILY SX WARNING ENTRY !!! !//3. 1 6-36:80:73/ 
/HOMO SAPIENS (HUMAN) .//P39195 
F-HEMBBl 002545 

- F-HEMBB1002550//HOMEOBOX PROTEIN HOX-Dll (HOX-4.6) (HOX-5.5) .//3.8e-05:8 

3:34//MUS MUSCULUS (MOUSE) . //P23813 
F-HEMBB1002556 

F-HEMBB1002579//SPLICING FACTOR U2AF 35 KD SUBUNIT (U2 AUXILIARY FACTOR 
35 KD SUBUNIT) (U2 SNRNP AUXILIARY FACTOR SMALL SUBUNIT) (FRAGMENT) .//5. 

0e-06:27:77//SUS SCROFA (PIG) . //Q29350 

F-HEMBB1002582//PR0TEINASE INHIBITOR. //I. 0:27:40//SOLANUM MELONGENA (EGG 
PLANT) (AUBERGINE). //P01078 

F-HEMBB1002590//HYPOTHETICAL PROTEIN IN MMSB 3' REGION (ORFl) (FRAGMENT) . 

//1.9e-20:90:54//PSEUDOMONAS AERUGINOSA. //P28812 

F-HEMBB1002596 

F-HEMBBl 002600//NOVEL ANTIGEN 2 (NAG-2) .//1.9e-60:187:59//H0M0 SAPIENS ( 
HUMAN). //014817 

F-HEMBB1002601//M PROTEIN, SEROTYPE 6 PRECURSOR. //I. 6:71:35//STREPT0C0CC 
US PYOGENES. //P08089 
F-HEMBBl 002603 

F-HEMBB10Q2607//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: P 
EPTIDE P-D] (FRAGMENT). //O. 0032: 142 :33//H0M0 SAPIENS (HUMAN) . //P10162 
F-HEMBB1002610//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//2.0e-ll:79:49//HO ■ 
MO SAPIENS (HUMAN). //P08547 

F-HEMBBl 0026 13//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//3.9e-08:4l:60// 
HOMO SAPIENS (HUMAN) . //P39188 

F-HEMBB1002614//HYPOTHETICAL 9.5 KD PROTEIN. //I .0:40:35//VACCINIA VIRUS 
(STRAIN COPENHAGEN). //P20553 

F-HEMBBl 0026 17// INSECT TOXIN 1 (BOT ITl) .//1.0:44:29//BUTHUS OCCITANUS T 
UNETANUS (COMMON EUROPEAN SCORPION) . //P55902 
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F-HEMBB1002623//HYPOTHETICAL 9.7 KD PROTEIN (0RF88) (PUTATIVE DNA-BINDIN 
G PROTEIN). //O. 42:31 :54//BACTERI0PHAGE P4.//P12552 

F-HEMBB1002635//STRESS-ACTIVATED PROTEIN KINASE JNK3 (EC 2.7.1.-) (C-JUN 
N-TERMINAL KINASE 3) (MAP KINASE P49 3F12) .//6.2e-17:44:95//H0M0 SAPIEN 
S (HUMAN). //P53779 

F-HEMBB1002664//SMALL NUCLEAR RIBONUCLEOPROTEIN ASSOCIATED PROTEIN B (SM 
-B) (SNRNP-B) (SMll) (FRAGMENT) .//I. 0:57: 36//RATTUS NORVEGICUS (RAT).//P 
17136 

F-HEMBB1002677//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//1.9e-06: 194:34//N 
YCTICEBUS COUCANG (SLOW LORIS) ,//P08548 

F-HEMBB1002683//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 5 (EC 1.6.5.3) (FRA 
GMENT).//0.96:56:35//LEMUR CATTA (RING-TAILED LEMUR) . //Q34879 
F-HEMBB1002684//SILLUCIN. //I . 0:16: 50//RHIZOMUCOR PUSILLUS. //P02885 
F-HEMBB1002686 
F-HEMBB1002692 

F-HEMBB1002697//HELIX-DESTABILIZING PROTEIN (SINGLE-STRANDED DNA BINDING 
PROTEIN) (GPV) . 7/0.57:36 :38//BACTERI0PHAGE FD, BACTERIOPHAGE Fl, AND BA 
CTERIOPHAGE M13.//P03669 

F-HEMBB1002699 . • 

F-IIEMBB1002702 

F-HEMBB1002705//HYPOTHETICAL 34.8 KD PROTEIN C4H3.04C IN CHROMOSOME I.// 
3.6e-40:180:37//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q10212 
F-HEMBB1002712 

F-MAMMA1000009//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//1.2e-32:95:75/ 

/HOMO SAPIENS (HUMAN) . //P39189 

F-MAMMA1000019 

F-MAMMA1000020//DIMETHYLANILINE MONOOXYGENASE [N-OXIDE FORMING] 5 (EC 1. 
14.13.8) (HEPATIC FLAVIN-CONTAINING MONOOXYGENASE 5) (FMO 5) (DIMETHYLAN 
ILINE OXIDASE 5) .//5.2e-12:24: 100//HOMO SAPIENS (HUMAN) .//P49326 



2 2 6 6 



aiiiE# 2002-3046780 



i|t2000— 183767 

F-MAMMA1000025//BETA-2-MICROGLOBULIN PRECURSOR. //I. 0:73:26//BRACHYDANI0 
RERIO (ZEBRAFISH) (ZEBRA DANIO) .//Q04475 

F-MAMMA1000043//HYPOTHETICAL PXBL-I PROTEIN (FRAGMENT) .//O. 057: 130: 31//B 
OVINE LEUKEMIA VIRUS (JAPANESE ISOLATE BLV-1) (BLV) .//P03412 
F-MAMMA1000045 

F-MAMMA1000055//TESTIN 2 (TES2) [CONTAINS: TESTIN 1 (TESl)] .//7.5e-44: 13 
8:55//MUS MUSCULUS (MOUSE) .//P47226 

F-MAMMA1000057//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//1.2e-39:92:69/ 
/HOMO SAPIENS (HUMAN) . //P39194 
® F-MAMMA1000069//HYPOTHETICAL 29.3 KD PROTEIN (0RF92) .//0.0044:96:34//ORG 
YIA PSEUDOTSUGATA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV) .//010341 
F-MAMMA1000084//!!!! ALU SUBFAMILY SX WARNING ENTRY !!! !//5.4e-28: 94:73/ 
/HOMO SAPIENS (HUMAN) . //P391 95 

F-MAMMA1000085//PUTATIVE CYSTEINYL-TRNA SYNTHETASE C29E6.06C (EC 6.1.1.1 
6) (CYSTEINE— TRNA LIGASE) (CYSRS) .//6.6e-38:90:51//SCHIZOSACCHAROMYCES 

POMBE (FISSION YEAST) . //Q09860 
F-MAMMA1000092//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//6.4e-30:43:86/ 
/HOMO SAPIENS (HUMAN) .//P39192 
^ F-MAMMA1000103//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930). //O.O 
38: 17: 52//H0MO SAPIENS (HUMAN) .//P22531 - . . 

F-MAMMA1000117//50S RIBOSOMAL PROTEIN L24E (HL21/HL22) .//0.90:25:48//HAL 
OARCULA MARISMORTUI (HALOBACTERIUM MARISMORTUI) .//P14116 
F-MAMMA1000129//HYPOTHETICAL BHLFl PROTEIN. //O . 0016 : 75 : 40//EPSTEIN-BARR 
VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03181 
F-MAMMA1000133 

F-MAMMA1000134//HYPOTHETICAL PROTEIN MJ0647.//1.0:41:41//METHANOCOCCUS J 
ANNASCHII.//Q58063 

F-MAMMA1000139//GUANINE NUCLEOT I DE-BINDING PROTEIN G(I)/G(S)/G(0) GAMMA- 
3 SUBUNIT.//0.99:69:28//B0S TAURUS (BOVINE), AND MUS MUSCULUS (MOUSE).// 
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F-MAMMA1000143//CALPAIN INHIBITOR (CALPASTATIN) (FRAGMENT) .//O. 023: 111: 2 
7//MUS MUSCULUS (MOUSE) .//P5 1125 

F-MAMMA1000155//PUTATIVE CUTICLE COLLAGEN C09G5.5.//0.018: 125:34//CAEN0R 

HABDITIS ELEGANS.//Q09456 

F-MAMMA1000163//MERCURIC TRANSPORT PROTEIN PERIPLASMIC COMPONENT PREGURS 
OR (PERIPLASMIC MERCURY ION BINDING PROTEIN) (MERCURY SCAVENGER PROTEIN) 
.'//0.1l:88:25//SHEWANELLA PUTREFACIENS (PSEUDOMONAS PUTREFACIENS) .//Q544 
63 ' 

F-MAMMA1000171 

F-MAMMA1000173//DREBRIN E.//7.6e-41:197:43//H0M0 SAPIENS (HUMAN) .//Q1664 
3 

F-MAMMA1000175//GAMMA-THIONIN HOMOLOG PPT PRECURSOR. //O. 92:39 :38//PETUN I 
A INTEGRIFOLIA (VIOLET-FLOWERED PETUNIA) (PETUNIA INFLATA) .//Q40901 
F-MAMMA1000183//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//2.4e 
-106:249:61//H0N0 SAPIENS (HUMAN) .//P5 1523 

F-MAMMA1000198//MALE SPECIFIC SPERM PROTEIN MST84DD.//0.0014:35:42//DROS 

OPHILA MELANOGASTER (FRUIT FLY) .//Q01645 

F-MAMMA1000221 

F-MAMMA1000227//6.8 ED MITOCHONDRIAL PROTEOLIPrD.//1.0:30:40//MUS MUSCUi - 
US (MOUSE). //P56379 

F-MAMMA1000241//PHOTOSYSTEM I REACTION CENTRE SUBUNIT X (PSI-K) .//1.0:40 
:37//P0RPHYRA PURPUREA. //P5 1370 

F-MAMMA1000251//HYPOTHETICAL 6.8 KD PROTEIN IN FIC-PPIA INTERGENIC REGIO 
N. //O. 99: 29: 48//SALM0NELLA TYPHIMURIUM. //P37771 

F-MAMMA1000254//HYPOTHETICAL 6.0 KD PROTEIN IN THI12 5* REGION. //I. 0:20:5 
0//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P53820 

F-MAMMA1000257//HYPOTHETICAL 50.0 KD PROTEIN IN HEML 3' REGION (ORF2).//0 
. 22 : 50 : 44//PSEUD0M0NAS AERUG I NOSA . //Q5 1470 
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F-MAMMA1000264//GASTRIN-RELEASING PEPTIDE RECEPTOR (GRP-R) (GRP-PREFERRI 
NG BOMBESIN RECEPTOR) .//O. 80:39 :43//H0M0 SAPIENS (HUMAN) . //P30550 
F-MAMMAl 000266 

F-MAMMA1000270//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//9.5e-42:95:84/ 

/HOMO SAPIENS (HUMAN) .//P39189 

F-MAMMA1000277//PROCOLLAGEN ALPHA 1(11) CHAIN PRECURSOR [CONTAINS: CHOND 
ROCALCIN] .//0.0062:90:34//MUS MUSCULUS (MOUSE) . //P28481 
F-MAMMA1000278//C-HORDEIN (CLONE PC HORl-3) (FRAGMENT) .//O. 00096: 59: 33// 
HORDEUM VULGARE (BARLEY) . //P17991 

F-MAMMA1000279//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//8.4e-17:56:76/ 
/HOMO SAPIENS (HUMAN) .//P391 95 

F-MAMMA1000284//ARYL HYDROCARBON RECEPTOR NUCLEAR TRANSLOCATOR 2 (ARNT P 
ROTEIN 2).//0.017:146:30//MUS MUSCULUS (MOUSE) . //Q61324 
F-MAMMA1000287//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//1.5e-32:84:58/ 
/HOMO SAPIENS (HUMAN) .//P39189 

F-MAMMA1000302//C-HORDEIN (CLONE PC-919) (FRAGMENT) .//I. 0:42: 33//H0RDEUM 

VULGARE (BARLEY). //P17992 
F-MAMMA1000307//PROBABLE E4 PROTEIN. //O. 21 :71 :30//RHESUS PAPILLOMAVIRUS 
TYPE 1 (RHPV 1).//P24832 

F-MAMMA1000309//COLLAGEN ALPHA l(VIII) CHAIN PRECURSOR (ENDOTHELIAL COLL 

AGEN).//0. 0026: 141 :36//H0M0 SAPIENS (HUMAN) . //P27658 

F-MAMMA1000312 

F-MAMMA1000313//DNA REPAIR PROTEIN RADC HOMOLOG (25 KD PROTEIN) (FRAGMEN 

T) .//O. 76:52 :32//STAPHYL0C0CCUS AUREUS. //P31337 

F-MAMMA1000331 

F-MAMMA1000339//50S RIBOSOMAL PROTEIN L29P.//0.78:32:46//METHAN0BACTERIU 
M THERM0AUT0TR0PHICUM.//026117 

F-MAMMA1000340//HYPOTHETICAL 29.4 KD PROTEIN IN STE6-L0S1 INTERGENIC REG 
I0N.//1.0:29:58//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P36039 
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F-MAMMA1000348//! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//7.5e-09:63:60// 
HOMO SAPIENS (HUMAN) . //P39188 

F-MAMMA1000356//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//3.3e-05:42:52// 
HOMO SAPIENS (HUMAN) .//P39188 

F-MAMMA1000360 

F-MAMMA1000361//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//4.4e-33:84:72/ 
/HOMO SAPIENS (HUMAN) .//P39189 

F-MAMMA1000372//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//6.6e-21:53:71/ 

/HOMO SAPIENS (HUMAN) . //P39193 
F-MAMMA 1000385 

F-MAMMA1000388//OX40L RECEPTOR PRECURSOR (ACT35 ANTIGEN) (TAX-TRANSCRIPT 
lONALLY ACTIVATED GLYCOPROTEIN 1 RECEPTOR) (CD134 ANTIGEN) .//O. 40:72:36/ 
/HOMO SAPIENS (HUMAN) . //P43489 

F-MAMMA1000395//RABPHILIN-3A (FRAGMENT) .//O. 032: 125: 25//MUS MUSCULUS (MO 
USE).//P47708 

F-MAMMA1000402//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//3.1e-28:266:40//H 

OMO SAPIENS (HUMAN). //P08547 

F-MAMMA1000410//NADH-UBIQUINONE OXIDOREDUCTASE 13 KD-B SUBUNIT (EC 1.6.5 
.3) (EC 1.6.99.3) (COMPLEX I-13KD-B) (CI-13KD-B) (B13) .//5.9e-06:32:68// 
HOMO SAPIENS (HUMAN). //QT6718 

F-MAMMA1000413//RETR0VIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TR 
ANSCRIPTASE (EC 2.7.7.49); ENDONUCLEASE] .//6.7e-05:93:31//MUS MUSCULUS ( 
MOUSE). //PI 1369 
F-MAMMA1000414 

F-MAMMA1000416//HYPOTHETICAL 32.0 KD PROTEIN C09F5.2 IN CHROMOSOME III./ 
/4 . 1 e-28 : 1 19 : 53//CAEN0RHABD I T I S ELEGANS . //Q09232 

F-MAMMA1000421//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//2.7e-23:68:76/ 
/HOMO SAPIENS (HUMAN) .//P391 94 

F-MAMMA 1000422//METALLOTH I ONE IN (MT) .//0.037:42:42//GADUS MORHUA (ATLANT 
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IC COD).//P51902 
F-MAMMA1000423 

F-MAMMA1000424//!!!! ALU SUBFAMILY SB WARNING ENTRY !!! !//0. 048:23 :73//H 
OMO SAPIENS (HUMAN). //P39189 

F-MAMMA1000429//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS5.//2.7e- 
05:110:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//Q92331 
F-MAMMA1000431//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! n//9.4e-15:85:58/ 
/HOMO SAPIENS (HUMAN) .//P391 94 

F-MAMMA1000444//! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//4.3e-25:65:76/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-MAMMA1000446//ZYXIN.//0.79:155:29//GALLUS GALLUS (CHICKEN) .//Q04584 
F-MAMMA1000458//HYPOTHETICAL 37.7 KD PROTEIN C18B11.06 IN CHROMOSOME I./ 
/0.0048:46:43//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q09713 
F-MAMMA1000468//PERIOD CLOCK PROTEIN (FRAGMENT) .//O. 50:20 :55//DR0S0PHILA 

ROBUSTA (FRUIT FLY) . //Q03296 
F-MAMMA1000472//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.5e-17:106:55/ 
/HOMO SAPIENS (HUMAN) . //P39188 

F-MAMMA1000478//!! !1 ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//3.9e-35:80:68/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-MANMAl 000483/7! M I ALU. SUBFAMILY SP WARNING ENTRY I ! !-!//2.8e-24:74:77/ 
/HOMO SAPIENS (HUMAN) . //P391 93 

F-MAMMA1000490//TYROSINE-PROTEIN KINASE TXK (EC 2.7.1.112) (PTK-RL-18) ( 
RESTING LYMPHOCYTE KINASE) .//0.43:2l:57//MUS MUSCULUS (MOUSE) .//P42682 
F-MAMMA1000500//TAT PROTEIN (TRANSACT I VAT I NG REGULATORY PROTEIN) .//O. 61: 
33:54//HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (Z2/CDC-Z34 ISOLATE) (HIV-1). 
//P12506 

F-MAMMA1000501//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//l. le-32:43:83/ 

/HOMO SAPIENS (HUMAN) .//P39194 

F-MAMMA1000516 
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F-MAMMA1000522//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//0.0015:113:32//HO 
MO SAPIENS (HUMAN). //P08547 

F-MAMMA1000524//HYPOTHETICAL HOST RANGE 8.5 KD PROTEIN. //I. 0:63:31//VACC 
INIA VIRUS (STRAIN WR).//P17359 

F-MAMMA1000559//METALLOTHIONEIN-I (MT-I) (MT-IB/MT-IA) . //0.31 : 16:50//CAL 
LINECTES SAPIDUS (BLUE CRAB) .//P55949 

F-MAMMA1000565//FERREDOXIN-TYPE PROTEIN NAPF.//0.98:37:35//ESCHERICHIA C 
0LI.//P33939 

F-MAMMA1000567//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//5.5e-37:95:76/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-MAMMA1000576//!!!! ALU SUBFAMILY SB2 WARNING ENTRY !!n//4.1e-07:34:64 
//HOMO SAPIENS (HUMAN) .//P39191 

F-MAMMA1000583 

F-MAMMA1000585//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//! .5e-28:89:75/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-MAMMA1000594//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//4.8e-24:38:71/ 

/HOMO SAPIENS (HUMAN) . //P39195 

F-MAMMA1000597//!!!! ALU SUBFAMILY SX WARNING ENTRY i ! ! !//l.le-25:74:77/ 
/HOMO SAPIENS (HUMAN) .//P391 95 

F-MAMMA1000605//! ! ! ! ALU SUBFAMILY SX WARNING ENTRY !!!!//2. 16-18:83:50/ 
/HOMO SAPIENS (HUMAN) .//P391 95 

F-MAMMA1000612//HYPOTHETICAL 34.0 KD TRP-ASP REPEATS CONTAINING PROTEIN 

IN SIS1-MRPL2 INTERGENIC REGION. //4. Oe-42: 166:48//SACCHAR0MYCES CEREVISI 

AE (BAKER'S YEAST) .//P41318 

F-MAMMA1000616 

F-MAMMA1000621 

F-MAMMA1000623//METALLOTHIONEIN-IK (MT-IK) .//0.0045:25:48//HOMO SAPIENS 
(HUMAN). //P80296 

F-MAMMA1000625//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//O. 00078: 79: 35//MU 
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S MUSCULUS (MOUSE) . //P05143 

F-MAMMA 1000643/ /HYPOTHETICAL 9.3 KD PROTEIN. //I. 0: 25 :28//MAGUARI VIRUS./ 
/P16807 

F-MAMMA1000664 

F-MAMMA1000869//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//4.2e-05:186:30//H 
OMO SAPIENS (HUMAN). //P08547 

F-MAMMA1000670//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//I. 6e-08: 195: 30//M 
US MUSCULUS (MOUSE). //P05 143 

F-MAMMA1000672//VITELLOGENIC CARBOXYPEPTIDASE PRECURSOR (EC 3.4.16.-).// 
3.8e-28:184:35//AEDES AEGYPTI (YELLOWFEVER MOSQUITO) .//P42660 
F-MAMMA1000884//DNA-BINDING PROTEIN (VMW21) .//I. le-07:55:56//HERPES SIMP 
LEX VIRUS (TYPE 1 / STRAIN 17).//P04487 

F-MAMMA1000696//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//1.2e-31:97:74/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-MAMMA1000707//METALLOTHIONEIN-II (MT-II) (MT-IIB/MT-IIA) .//O. 31:19:42/ 
/CALLINECTES SAPIDUS (BLUE CRAB) .//P55950 

F-MAMMA1000713//XYLULOSE KINASE (EC 2.7.1.17) (XYLULOKINASE) .//1.6e-05:8 
8:35//LACT0BACILLUS PENT0SUS.//P21939 

F-MAMMA1000714//PR0TEIN-LYSINE 6-OXIDASE PRECURSOR (EC 1.4.3.13) (LYSYL 
OXIDASE) . //O . 44: 125 : 30y/RATTUS NQRVEGIGUS (RAT) ;//P16636 
F-MAMMAl 000718//METALLOTH I ONE I N- I I E (MT-2E) . // 1 . 0 : 5 1 : 31 //ORYCTOLAGUS CUN 
ICULUS (RABBIT). //P80292 

F-MAMMA1000720//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//3.3e-28:80:71/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-MAMMA1000723//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//3.7e-14:83:53//H0 
MO SAPIENS (HUMAN) . //P08547 

F-MAMMA1000731//CHROMODOMAIN-HELICASE-DNA-BINDING PROTEIN 2 (CHD-2).//l. 
8e-43:258:43//H0M0 SAPIENS (HUMAN) .//014847 

F-MAMMA1000732//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//9.9e-12:78:55// 
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HOMO SAPIENS (HUMAN) . //P39188 
F-MAMMA1000733 

F-MAMMA1000734//NPL1 PROTEIN (SEC63 PROTEIN) .//2.5e-18: 181 :39//SACCHAR0M 
YCES CEREVISIAE (BAKER'S YEAST) . //P14906 

F-MAMMA1000738//HYPOTHETICAL 116.5 KD PROTEIN C20G8.09C IN CHROMOSOME I. 

//5.4e-52:l96:58//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//P87 115 

F-MAMMA1000744//!!!! ALU SUBFAMILY SBl WARNING ENTRY !!! !//6.3e-36: 144:4 

7//H0M0 SAPIENS (HUMAN) .//P391 90 

F-MAMMA1000746 

F-MAMMA1000752 

F-MAMMA1000760//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//6.6e-29:75:72/ 
/HOMO SAPIENS (HUMAN) .//P391 95 

F-MAMMA1000761//! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//3.6e-09:59:64/ 

/HOMO SAPIENS (HUMAN) .//P39194 

F-MAMMA1000775 

F-MAMMA1000776//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//3.3e-35:99:74/ 
/HOMO SAPIENS (HUMAN) .//P391 93 

F-MAMMA1000778//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//2. le-19:65:70/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-MAnMAi060782 

F-MAMMA1000798//HYPOTHETICAL PROTEIN ORF-1137.//0.015:59:37//MUS MUSCULU 
S (MOUSE). //P11260 

F-MAMMA1000802//MYOSIN IC HEAVY CHAIN.//0.35:94:41//ACANTHAMOEBA CASTELL 
ANII (AMOEBA). //P10569 

F-MAMMA1000824//ACTIN l.//0.046:60:31//ZEA MAYS (MAIZE) .//P02582 
F-MAMMA1000831//PROBABLE NI/FE-HYDROGENASE 1 B-TYPE CYTOCHROME SUBUNIT./ 
/1.0:30:46//ESCHERICHIA COLI .//P19929 

F-MAMMA1000839//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//l.le-28:80:58// 
HOMO SAPIENS (HUMAN) .//P39188 
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F-MAMMA1000841//PUTATIVE AMIDASE (EC 3.5.1.4) .//I. 5e-39: 130: 36//METHAN0B 
ACTER I UM THERMOAUTOTROPH I CUM . //027540 

F-MAMMA1000842//C-HORDEIN (CLONE PC-919) (FRAGMENT) .//0.064:43:41//HORDE 
UM VULGARE (BARLEY) . //P17992 

F-MAMMA1000843 

F-MAMMA1000845//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 2 (EC 1.6.5.3) .//O. 
43:58:34//DR0SOPHILA YAKUBA (FRUIT FLY) . //P03895 

F-MAMMA1000851//CUTICLE COLLAGEN 34.//0.019:107:29//CAEN0RHABDITIS ELEGA 
NS.//P34687 

F-MAMMA1000855//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66) .//O, 
00098: 149: 32//H0M0 SAPIENS (HUMAN) . //Q15428 

F-MAMMA1000856//METALLOTHIONEIN (MT) .//0.63:39:41//POTAMON P0TAMI0S.//P5 

5952 

F-MAMMA1000859//GLYCOPROTEIN X PRECURSOR. //O. 014: 192: 28//EQUINE HERPESVI 
RUS TYPE 1 (STRAIN AB4P) (EHV-1) .//P28968 

F-MAMMA1000862//DISINTEGRIN KISTRIN (PLATELET AGGREGATION ACTIVATION INH 
IBITOR).//1.0:66:27//AGKISTRODON RHODOSTOMA (MALAYAN PIT VIPER) (CALLOSE 
LASMA RHODOSTOMA). //P17494 

F-MAMMA1000863//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//5.4e-16:41:68// 

HOMO SAPIENS (HUMAN) ./7P39188 

F-MAMMA1000865//SALIVARY PROLINE-RICH PROTEIN II-l (FRAGMENT) .//O. 030: 10 
0:32//HOMO SAPIENS (HUMAN) .//P81489 

F-MAMMA1000867//APTOTOXIN IX (PARALYTIC PEPTIDE IX) (PP IX) . 7/0.98:43:32 
//APTOSTICHUS SCHLINGERI (TRAP-DOOR SPIDER) .//P49272 

F-MAMMA1000875//PROLINE-RICH PEPTIDE P-B.//0.18:2l:47//H0M0 SAPIENS (HUM 
AN).//P02814 

F-MAMMA1000876//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//1.5e-22:85:71/ 
/HOMO SAPIENS (HUMAN) .//P39189 

F-MAMMA1000877//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.2e-38:62:74// 
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HOMO SAPIENS (HUMAN) . //P39188 

F-MAMMA1000880//COLLAGEN ALPHA l(XII) CHAIN (FRAGMENTS) .//O. 49:79 :32//B0 
S TAURUS (BOVINE). //P25508 

F-MAMMA1000883//HYPOTHETICAL 6.1 KD PROTEIN C03B1.10 IN CHROMOSOME X.//0 
. 87 : 15 : 60//CAEN0RHABDITI S ELEGANS . //Ql 1 1 16 

F-MAMMA1000897//INTER-ALPHA-TRYPSIN INHIBITOR HEAVY CHAIN H4 PRECURSOR ( 
ITI HEAVY CHAIN H4) (INTER-ALPHA-TRYPSIN INHIBITOR FAMILY HEAVY CHAIN-RE 
LATED PROTEIN) (PLASMA KALLIKREIN SENSITIVE GLYCOPROTEIN 120) (PK-120)./ 
/5.3e-17:l30:40//H0MO SAPIENS (HUMAN) .//Q14624 
® F-MAMMA1000905 
F-MAMMA1000906 

F-MAMMA1000908//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//8.0e-17:70:62//HO 

MO SAPIENS (HUMAN). //P08547 

F-MAMMA1000914//HYPOTHETICAL 6.2 KD PROTEIN. //O. 97: 36 :36//THERM0PR0TEUS 

TENAX VIRUS 1 (STRAIN KRAI) (TTVl) .//P19299 

F-MAMMA1000921 

F-MAMMA1000931// ! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//5.6e-10.:49:65// 
HOMO SAPIENS (HUMAN) .//P39188 
^ F-MAMMA1000940//MITOCHONDRIAL 60S RIBOSOMAL PROTEIN L32././ 0.42: 22: 54/ /RE 
CLINOMONAS AMERICANA. //021281 

F-MAMMA1000941//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.3e-25:55:69// 
HOMO SAPIENS (HUMAN) .//P39188 

F-MAMMA1000942//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//3.3e-08:36:75/ 

/HOMO SAPIENS (HUMAN) .//P39194 

F-MAMMA1000943 

F-MAMMA1000956//SMALL HISTIDINE-ALANINE-RICH PROTEIN PRECURSOR (SHARP) ( 
ANTIGEN 57).//0.041:122:25//PLASMODIUM FALCIPARUM (ISOLATE FC27 / PAPUA 
NEW GUINEA).//P04930 

F-MAMMA1000957//HEAT-STABLE ENTEROTOXIN A2 PRECURSOR (STA2) .//O. 024:37: 3 
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7//ESCHERieHIA COLI . //Q47185 

F-MAMMA1000962//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//6.0e-39:61:78/ 
/HOMO SAPIENS (HUMAN) . //P39189 

F-MAMMA1000968//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!! !//0. 0054:29:72// 

HOMO SAPIENS (HUMAN) . //P39194 

F-MAMMA1000975//CUTICLE COLLAGEN DPY-2 PRECURSOR.// 1.0: 93 :30//CAENORHABD 
ITIS ELEGANS.//P35799 

F-MAMMA1000979//PROLINE-RICH PEPTIDE P-B.//0.012:12:66//HOMO SAPIENS (HU 
MAN).//P02814 

F-MAMMA1000987//HYPOTHETICAL PROTEIN LAMBDA-SP34.//1.0:47:40//MUS MUSCUL 
US (MOUSE). //P15973 
F-MAMMAl 000998 

F-MAMMA1001003//PROBABLE E5 PROTEIN. //I. 0:52:42//HUMAN PAPILLOMAVIRUS TY 
PE 33.//P06426 

F-MAMMA1001008//PROGASTRICSIN PRECURSOR (EC 3.4.23.3) (PEPSINOGEN C) (FR 
AGMENT).//3.2e-14:131:35//MACACA FUSCATA FUSCATA (JAPANESE MACAQUE) . //PO 

3955 

F-MAMMA1001021//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556.//0.01 
6:61: 42//STREPT0MYCES FRAD I AE . //P20 186 
F-MAMMA100I024 " " 

F-MAMMA1001030//LUTROPIN-CHORIOGONADOTROPIC HORMONE RECEPTOR (LH/CG-R) ( 
LSH-R) (LUTEINIZING HOROMINE RECEPTOR) (FRAGMENT) .//2.4e-20: 234: 29//GALL 
US GALLUS (CHICKEN). //Q90674 

F-MAMMA1001035//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//1.7e-15:52:78/ 
/HOMO SAPIENS (HUMAN) . //P39193 

F-MAMMA 100 1038/ /NEUROTOXIN II (TOXIN RP-II) (SODIUM CHANNEL TOXIN II).// 
0.53:25:48//RADIANTHUS PAUMOTENSIS (SEA ANEMONE) (HETERACTIS PAUMOTENSIS 
).//P01534 

F-MAMMA1001041//SPECTRIN BETA CHAIN, ERYTHROCYTE. //6.3e-18: 112:43//MUS M 
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USCULUS (MOUSE). //P15508 
F-MAMMA1001050 

F-MAMMA1001059//PUTATIVE ATP-DEPENDENT RNA HELICASE C12C2.06.//1.3e-34: 1 
87:47//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) . //Q09747 
F-MAMMA1001067//PR0TEIN Q300.//0.36:12:75//MUS MUSCULUS (MOUSE) .//Q02722 
F-MAMMA1001073//HEPATOCYTE NUCLEAR FACTOR 3 FORKHEAD HOMOLOG 1 (HFH-1)./ 
/1.0:70:37//RATTUS NORVEGICUS (RAT) . //Q63244 

F-MAMMA1001074//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //O. 00067: 163:32//H 

OMO SAPIENS (HUMAN) . //P08547 

F-MAMMA1001075//RETINOBLASTOMA BINDING PROTEIN 1 (RBBP-1) .//O. 53:72:34// 
HOMO SAPIENS (HUMAN) . //P29374 

F-MAMMA1001078//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //5.0e-79: 184: 73//H 
OMO SAPIENS (HUMAN). //P08547 

F-MAMMA1001080//IG HEAVY CHAIN PRECURSOR V-III REGION (VH26) .//1.7e-27:8 

2:71//H0M0 SAPIENS (HUMAN) .//P01764 

F-MAMMA1001082 

F-MAMMAl 00 1091 //HYPOTHETICAL BHLFl PROTEIN. //3. le-05: 198:32//EPSTEIN-BAR 
R VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03181 

F-MAMMA1001092//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG, //7.1e-21:65:72//H0 
MO SAPIENS (HUMAN). //P08547 - - . 

F-MAMMA1001105//OVO PROTEIN (SHAVEN BABY PROTEIN) .//I. Oe-18: 68: 48//DR0S0 
PHI LA MELANOGASTER (FRUIT FLY) .//P5 1521 

F-MAMMA1001110//PROCOLLAGEN ALPHA 1(IV) CHAIN PRECURSOR. //O. 080: 108:37// 
MUS MUSCULUS (MOUSE) . //P02463 

F-MAMMA1001126//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//2.3e-07:66:45/ 
/HOMO SAPIENS (HUMAN) .//P39189 

F-MAMMA1001133//HYPOTHETICAL 13.2 KD PROTEIN IN RPS4A-BAT2 INTERGENIC RE 
GION.//0.96:43:25//SACCHAROMYCES CEREVisiAE (BAKER'S YEAST) . //P47174 
F-MAMMA1001139//HYPOTHETICAL 36.7 KD PROTEIN AH6.2 IN CHROMOSOME II. //5. 
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4e-42 : 81 : 62//CAEN0RHABD IT I S ELEGANS . //Q0920 1 

F-MAMMA1001143//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//0. 00014:36:66// 

HOMO SAPIENS (HUMAN) . //P39188 

F-MAMMA1001145 

F-MAMMA1001154//CSBA PROTEIN. //I . 0:39:38//BACILLUS SUBTILIS. //P37953 
F-MAMMA1001161//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//5.2e-23:53:64// 
HOMO SAPIENS (HUMAN) . //P39188 

F-MAMMA1001162//CD27L RECEPTOR PRECURSOR (T-CELL ACTIVATION ANTIGEN CD27 
).//0.69:86:31//MUS MUSCULUS (MOUSE) .//P41272 

F-MAMMA1001181//HYPOTHETICAL 81.0 KD PROTEIN C35D10.4 IN CHROMOSOME III. 
//O. 00010: 74: 47//CAEN0RHABDITIS ELEGANS. //Q 18486 

F-MAMMA1001186//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !7/9.0e-32:44:86/ 

/HOMO SAPIENS (HUMAN) . //P39194 

F-MAMMA1001191//OCTAMER-BINDING TRANSCRIPTION FACTOR 1 (OTF-1) (NF-Al) ( 
FRAGMENT) . //O . 096 : 40 : 40//MACROPUS EUGENI I (TAMMAR WALLABY) . //Q28466 
F-MAMMA1001198//EPIDERNAL GROWTH FACTOR RECEPTOR SUBSTRATE SUBSTRATE 15 
(PROTEIN EPS15) . (AF-IP PROTEIN) .//2.5e-75:204:70//HOMO SAPIENS (HUMAN)./ 
/P42566 

F-MAMMA1001202//METALLOTHIONEIN-II (MT-II) (MT-IIB/MT-IIA) .//O. 52:46:32/ 
/CALLINECTES SAPlDUS (BLUE CRAB) . //P55950 

F-MAMMA1001203//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//7.3e-ll:82:58/ 
/HOMO SAPIENS (HUMAN) . //P391 92 

F-MAMMA1001206//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.9e-17:67:71// 
HOMO SAPIENS (HUMAN) . //P39188 

F-MANMA1001215//9 KD PROTEIN. //I. 0:5l:33//HOMO SAPIENS (HUMAN) .//P13994 
F-MAMMA1001220//! ! !! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//3.4e-37:55:87/ 
/HOMO SAPIENS (HUMAN) . //P39189 

F-MAMMA1001222//HYPOTHETICAL 73.6 KD PROTEIN CY49.21.//3.7e-06:168:38//M 
YCOBACTER I UM TUBERCULOS I S . / /Q 1 0690 
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F-MAMMA1001243 

F-MAMMA1001244//TRP OPERON LEADER PEPTIDE.//1.0: 18:55//SERRATIA MARCESCE 
NS.//P03055 

F-MAMMA1001249//HYPOTHETICAL 7.2 KD PROTEIN IN RPS2 3' REGION (ORF57).//0 
.57:23:34//ASTASIA LONGA (EUGLENOPHYCEAN ALGA) . //P34774 
F-MAMMA1001256//! !! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.3e-07:79:44// 
HOMO SAPIENS (HUMAN) . //P39188 

F-MAMMA1001259//PUTATIVE DNA HELICASE II HOMOLOG (EC 3.6. 1.-) .//O. 046:86 

:32//MYC0PLASMA GENITALIUM. //P47486 

F-MAMMA1001260//MYOSIN HEAVY CHAIN, PERINATAL SKELETAL MUSCLE. //2.7e-05: 
219:27/ /HOMO SAPIENS (HUMAN) . //P13535 

F-MAMNA1001268//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //9.7e-27: 89 :67//H0 

MO SAPIENS (HUMAN) . //P08547 

F-MAMMA1001271//ATROPHIN-1 (DENTATORUBRAL-PALLIDOLUYSIAN ATROPHY PROTEIN 
).//4.0e-06:126:38//HOMO SAPIENS (HUMAN) .//P54259 

F-MAMMA1001274//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//7.4e-29:57:66/ 

/HOMO SAPIENS (HUMAN) . //P39194 

F-MAMMA1001280//BACTERIOCIN MICROCIN B17 PRECURSOR (MCB17) .//0.27:24:54/ 
/ESCHERICHIA COLI .//P05834 

F-MAMMA1001282//HYPOTHETICAL PROTEIN ICI AA0176 (FRAGMENT) . //I .3e-73: 208:6 
9//H0M0 SAPIENS (HUMAN) .//Q14681 

F-MAMMA1001296//!!!! ALU SUBFAMILY SP WARNING ENTRY !! n//6.9e-22: 41:80/ 
/HOMO SAPIENS (HUMAN) .//P391 93 

F-MAMMA1001298//HYPOTHETICAL PROTEIN HI0371.//0.99:29:37//HAEMOPHILUS IN 
FLUENZAE.//P44668 

F-MAMMA1001305//GTPASE-ACTIVATING PROTEIN RHOGAP (RHO-RELATED SMALL GTPA 
SE PROTEIN ACTIVATOR) (CDC42 GTPASE-ACTIVATING PROTEIN) (P50-RH0GAP) . //9 
.9e-62:222:54//H0M0 SAPIENS (HUMAN) . //Q07960 

F-MAMMA1001322//B-CELL GROWTH FACTOR PRECURSOR (BCGF-12 KD) .//2.1e-09:46 
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:60//HOMO SAPIENS (HUMAN) . //P20931 

F-MAMMA1001324//POL POLYPROTEIN [CONTAINS: PROTEASE (EC 3.4.23.-) ; REVER 
SE TRANSCRIPTASE (EC 2.7.7.49); RIBONUCLEASE H (EC 3.1.26.4)] .//2.5e-43: 
128:50//FRIEND MURINE LEUKEMIA VIRUS (ISOLATE PVC-211) (F-MULV) .//P26808 
F-MAMMA1001330//HEMOGLOBIN ZETA CHAIN (FRAGMENTS) .//0.30:51:37//MACROPUS 

EUGENII (TAMMAR WALLABY) .//P81 044 
F-MAMMA1001341//TRISTETRAPROLINE (TTP) (TISllA) (TISll) (ZFP-36) (GROWTH 
-FACTOR- INDUCIBLE NUCLEAR PROTEIN NUP475) .//0.024:89:39//HOMO SAPIENS ( 
HUMAN) .//P26651 

® F-MAMMA1001343//PROBABLE E5 PROTEIN.//0.60:64:29//HUMAN PAPILLOMAVIRUS T 
YPE 16.//P06927 

F-MAMMA1001346//PROTEINASE INHIBITOR IIB (FRAGMENTS) .//O. 97:33 :45//S0LAN 
UM TUBEROSUM (POTATO) .//P01082 

F-MAMMA1001383//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//1.2e-30:86:77/ 
/HOMO SAPIENS (HUMAN) .//P391 94 

F-MAMMA1001388//LEUCINE-RICH ALPHA-2-GLYCOPROTEIN (LRG) .//9.2e-91: 195:92 
//HOMO SAPIENS (HUMAN) . //P02750 

F-MAMMA1001397//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//3.5e-19: 55:69// 
^ HOMO SAPIENS (HUMAN) . //P39188 . 

- - F-MAMMA1001408//SALIVARY GLUE PROTEIN SGS-7 PRECURSOR. //0v60 :-45 :35//DROS 
OPHILA MELANOGASTER (FRUIT FLY) . //P02841 

F-MAMMA1001411//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-AL 
PHA- GLUCOSIDASE) (1,4-ALPHA-D-GLUCAN GLUCOHYDROLASE) .//5.8e-06: 153:26// 
SACCHAROMYCES CEREVISIAE (BAKER' S YEAST) .//P08640 

F-MAMMA1001419//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//2.3e-16:99:51/ 

/HOMO SAPIENS (HUMAN) . //P39194 . - 

F-MAMMA1001420//!!!! ALU SUBFAMILY SBl WARNING ENTRY !!! !//0. 0018:23:65/ 
/HOMO SAPIENS (HUMAN) .//P39190 

F-MAMMA1001435//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//1.7e-22:60:58/ 
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/HOMO SAPIENS (HUMAN) .//P39195 
F-MAMMA1001442 

F-MAMMA1001446//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//1.2e-23:48:75/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-MAMMA1001452//GENE 35 PROTEIN (GP35) .//O. 61:31 :45//MYC0BACTERI0PHAGE L 
5.//Q05245 

, F-MAMMAl601465//HYPOTHETICAL PROTEIN E-115.//0.0026:68:38//HUMAN ADENOVI 
RUS TYPE 2.//P03290 

F-MAMMA1001476//URIDINE KINASE (EC 2.7.1.48) (URIDINE MONOPHOSPHOKINASE) 

(FRAGMENT). //3.7e-94:20l:92//MUS MUSCULUS (MOUSE) . //P52623 
F-MAMMA1001487//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//4.6e-16:89:41//NY 
CTICEBUS COUCANG (SLOW L0RIS)..//P08548 

F-MAMMA1001501//CALPAIN 1, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CAL 
CIUM-ACTIVATED NEUTRAL PROTEINASE) (CANP) (MU-TYPE) .//6.2e-59:86:97//H0M 
0 SAPIENS (HUMAN). //P07384 

F-MAMMA1001502//HYPOTHETICAL 11.4 KD PROTEIN (ORFl) .//0.21:79:30//STREPT 

OMYCES FRADIAE.//P26800 

F-MAMMA1001510 

F-MAMMA1001522//HYP0THETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556.//0.67 
:98:31//STREPT0MYCES FRADIAE.//P20186 - - 
F-MAMMA1001547//PROBABLE MOLYBDENUM-PTERIN BINDING PROTEIN. //O. 97:35:42/ 
/HAEMOPHILUS INFLUENZAE. //P45183 

F-MAMMA1001551//HYPOTHETICAL PROTEIN MJ0458.1.//0.038:3l:41//METHANOC0CC 

US JANNASCHII.//P81308 

F-MAMMA1001575 

F-MAMMA1001576//TUBULIN GAMMA CHAIN.//1.6e-86:162:99//XEN0PUS LAEVIS (AF 
RICAN CLAWED FROG) . //P23330 

F-MAMMA1001590//!!!! ALU SUBFAMILY SX WARNING ENTRY !!! !//0. 0035:38:55// 
HOMO SAPIENS (HUMAN) .//P39195 
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F-MAMMA1001600//CONNECTIVE TISSUE GROWTH FACTOR PRECURSOR. //O. 85: 53: 33// 
HOMO SAPIENS (HUMAN) .//P29279 

F-MAMMA1001604//HYPOTHETICAL 11.1 KD PROTEIN C30D11.02C IN CHROMOSOME I. 
//0.14:82:29//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q09902 
F-MAMMA1001606//HIGH MOBILITY GROUP PROTEIN HMGI-C.//8.2e-05:77:37//H0M0 

SAPIENS (HUMAN). //P52926 
F-MAMMA1001620//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//5.5e-05:24:66/ 
/HOMO SAPIENS (HUMAN) .//P391 95 

F-MAMMA1001627//CUTICLE COLLAGEN 40.//0.82: 131 :31//CAEN0RHABDITIS ELEGAN 
S.//P34804 

F-MAMMA1001630//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//8.6e-26:57:78/ 
/HOMO SAPIENS (HUMAN) .//P391 94 

F-MAMMA1001633//ZINC FINGER PROTEIN 165.//6.9e-38: 160:55//HOMO SAPIENS ( 

HUMAN). //P49910 

F-MAMMA1001635 

F-MAMMA1001649//SPERM PROTAMINE P1.//0.39:31:41//TACHYGLOSSUS ACULEATUS 
ACULEATUS (AUSTRALIAN ECHIDNA) .//P35311 

F-MAMMA1001654//NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1.112 
) (TYROSINE- PROTEIN KINASE 1) .//5.6e-06:99:28//DICTY0STELIUM DISCOIDEUM 

(SLIME MOLD). //P18160 - - 
F-MAMMA1001663//VERY HYPOTHETICAL XYLU PROTEIN. //O. 99: 27:37//ESCHERICHIA 

C0LI.//P05056 

F-MAMMA1001670//CUTICLE COLLAGEN l.//0.033:97:37//CAENORHABDITIS ELEGANS 

.//P08124 

F-MAMMA1001671 

F-MAMMA1001679//PROCOLLAGEN ALPHA 2 (IV) CHAIN PRECURSOR. //O. 92: 32 :50//H0 
MO SAPIENS (HUMAN). //P08572 

F-MAMMA1001683//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556.//0.00 
026: 147:34//STREPT0MYCES FRADIAE.//P20186 
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F-MAMMA1001686 

F-MAMMA1001692//SMALL HYDROPHOBIC PROTEIN (SMALL PROTEIN lA) .//I. 0:34:26 
//BOVINE RESPIRATORY SYNCYTIAL VIRUS (STRAIN A51908) (BRS) .//P24616 
F-MAMMA1001711//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//l. le-28:56:69/ 

/HOMO SAPIENS (HUMAN) . //P39194 

F-MAMMA1001715//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.6e-08:39:71// 
HOMO SAPIENS (HUMAN) . //P39188 

F-MAMMA1001730//METALLOTHIONEIN-B (MTB) .//1.0:17:64//STRONGYLOCENTROTUS 

PURPURATUS (PURPLE SEA URCHIN) . //Q27287 

F-MAMMA1001735//TUBULIN BETA-5 CHAIN (CLASS-V) .//5.1e-12 1:213 :97//GALLUS 

GALLUS (CHICKEN). //P09653 
F-MAMMA1001740 

F-MAMMA1001743//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//1.3e-09:100:42 
//HOMO SAPIENS (HUMAN) .//P39195 

F-MAMMA1001744//POU DOMAIN PROTEIN 2.//0.97:59:38//BRACHYDANIO RERIO (ZE 
BRAFISH) (ZEBRA DANIO) . //Q90270 

F-HAMMA1001745//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//2.1e-43:l99:42//H 
OMO SAPIENS (HUMAN). //P08547 

F-MAMMA1001751 //TWK-8 PROTEI N . //2 . 9e-15 : 77 : 36//CAEN0RHABDIT I S ELEGANS . // 
P34410 

F-MAMMA1001754//MALE SPECIFIC SPERM PROTEIN MST84DD.//0.019:20:45//DROSO 

PHILA MELANOGASTER (FRUIT FLY) .//Q01645 

F-MAMMA1001757//HYPOTHETICAL 9.2 KD PROTEIN IN RNPA 3* REGION. //O. 94: 30: 4 
3//PSEUD0M0NAS PUT I DA . //P25753 

F-MAMMA1001760//!!!! ALU SUBFAMILY SB2 WARNING ENTRY !!! !//4.6e-34: 103:5 

9//H0M0 SAPIENS (HUMAN) .//P39191 

F-MAMMA1001764 

F-MAMMA1001768//HYPOTHETICAL PROTEIN UL61.//0.042: 167:33//HUMAN CYTOMEGA 
LOVIRUS (STRAIN AD169) .//P16818 
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F-MAMMA1001769//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!! !//2.0e-29: 97:69/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-MAMMA1001771//TRANSMEMBRANE PROTEIN SEX PRECURSOR. //3.3e-09: 123:32//H0 
MO SAPIENS (HUMAN). //P51805 

F-MAMMA1001783//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//!. le-09:55:61// 
HOMO SAPIENS (HUMAN) .//P39188 

F-MAMMA1001785//RAS-RELATED PROTEIN RABC.//1.9e-06: 120:25//DICTY0STELIUM 

DISCOIDEUM (SLIME MOLD) . //P34143 
F-MAMMA1001788//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//9.3e-29:46:76//H0 
MO SAPIENS (HUMAN). //P08547 

F-MAMMA1001790//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//4.7e-24:69:69// 
HOMO SAPIENS (HUMAN) . //P39188 

F-MAMMA1001806//HYPOTHETICAL 21.2 KD PROTEIN IN T0R2-MNN4 INTERGENIC REG 
ION.//0.95:58:36//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P36042 
F-MAMMA1001812//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//8.8e-12:53:69/ 
/HOMO SAPIENS (HUMAN) .//P391 95 

F-MAMMA1001815//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//0.11:30:70//HOMO 
SAPIENS (HUMAN). //P08547 

F-MAMMA1001817//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.9e-16:86:55// 

HOMO SAPIENS (HUMAN) .//P391S8 . - 

F-MAMMA1001818 

F-MAMMA1001820//VITELLINE MEMBRANE PROTEIN VM26AB PRECURSOR (PROTEIN TU- 
4) (PROTEIN SV23).//0.0030:63:42//DROSOPHILA MELANOGASTER (FRUIT FLY).// 
P13238 

F-MAMMA1001824//APTOTOXIN VII (PARALYTIC PEPTIDE VII) (PP VI I) .//0. 99:26 
:34//APT0STICHUS SCHLINGERI (TRAP-DOOR SPIDER) .//P49271 
F-MAMMA1001836//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//2.6e-35:77:88/ 
/HOMO SAPIENS (HUMAN) .//P391 95 

F-MAMMA1001837//ZINC FINGER PROTEIN 191.//1.3e-27:106:58//HOMO SAPIENS ( 
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HUMAN) .//014754 

F-MAMMA1001848//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.0e-19:92:58// 
HOMO SAPIENS (HUMAN) . //P39188 
F-MANMA 100 1851 
F-MAMMA1001854 

F-MAMMA1001858//ISOTOCIN-NEUROPHYSIN IT 1 PRECURSOR. // 0.93: 42: 38/ /CATOST 
OMUS COMMERSONI (WHITE SUCKER) .//P15210 

F-MAMMA1001864//PROBABLE ABC TRANSPORTER PERMEASE PROTEIN MG189.//0.77: 1 

6 1 : 27/ /MYCOPLASMA GEN I TAL I UM . //P47435 

F-MAMMA1001868//FK506-BINDING NUCLEAR PROTEIN (PEPTIDYL-PROLYL CIS-TRANS 
ISOMERASE) (PPIASE) (EC 5.2.1.8) (PROLINE ROTAMASE) (NUCLEOLAR PROLINE 

ISOMERASE) (FKBP-70).//0. 00013: 219 :26//SACCHAR0MYCES CEREVISIAE (BAKER'S 
YEAST). //P38911 

F-MAMMA1001874//SPERM HISTONE P2 PRECURSOR (PROTAMINE MP2) .//0.0075:76:3 
1//MUS MUSCULUS (MOUSE) . //P07978 

F-MAMMA1001878//GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN (CLONE WlO-1) 
(FRAGMENT) .//O. 020: 10: 80//LYCOPERSICON ESCULENTUM (TOMATO) .//QOl 157 
F-MAMMA1001880 

F-MAMMA1001890//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//5. le-34:56:83/ 

/HOMO SAPIENS (HUMAN). 7/P39192 - - - 

F-MAMMA 100 1907//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//2.7e-12:44:68/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-MAMMA1001908//HYPOTHETICAL 16.2 KD PROTEIN IN PRP24-RRN9 INTERGENIC RE 
GION.//0.00013:77:37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //Q03525 
F-MAMMA1001931//HYPOTHETICAL 118.2 KD PROTEIN F43C1.1 IN CHROMOSOME III. 
//0.41:106:29//CAENORHABDITIS ELEGANS.//Q09564 

F-MAMMA1001956//OCTAPEPTIDE-REPEAT PROTEIN T2.//0.00053:149:30//MUS MUSC 
ULUS (MOUSE). //Q06666 

F-MAMMA1001963//HYPOTHETICAL PROTEIN IN NAC 5' REGION (ORF X) (FRAGMENT) . 
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//I . 0 : 46 : 28//KLEBS I ELLA AEROGENES . //Q08600 

F-MAMMA1001969//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//1.7e-34:97:68//H0 
MO SAPIENS (HUMAN). //P08547 

F-MAMMA1001970//LINE-1 REVERSE TRANSCRIPTASE HOMOL0G.//6.2e-07:67:37//HO 
MO SAPIENS (HUMAN). //P08547 

F-MAMMA1001992//PROTEIN Q300.//0.53: 14:71//MUS MUSCULUS (MOUSE) .//Q02722 
F-MAMMA1002009//PROBABLE E5 PROTEIN.//0. 17:56:32//HUMAN PAPILLOMAVIRUS T 
YPE 31.//P17385 

F-MAMMA1002011//MYRISTOYLATED ALANINE-RICH C-KINASE SUBSTRATE (MARCKS) ( 
PROTEIN KINASE C SUBSTRATE, 80 KD PROTEIN, LIGHT CHAIN) (PKCSL) (80K-L P 
ROTEIN).//1.0:100:31//H0MO SAPIENS (HUMAN) . //P29966 

F-MAMMA1002032//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//3. le-21: 86:65// 
HOMO SAPIENS (HUMAN) . //P39188 

F-MAMMA1002033//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//8.5e-20:67:58// 
HOMO SAPIENS (HUMAN) . //P39188 . 

F-MAMMA1002041//MALE SPECIFIC SPERM PROTEIN MST84DC.//1.0: 17:52//DR0S0PH 
ILA MELANOGASTER (FRUIT FLY) . //Q01644 

F-MAMMA1002042//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//0. 19:45:46//H0 
MO SAPIENS (HUMAN). //P39192 

F-MAMMA1002047//TYROSrNE AMINOTRANSFERASE (EC 2.6.1.5) (L-TYROSINE: 2-0X0 
GLUTARATE AMINOTRANSFERASE) (TAT) . //0.0017:50:46//RATTUS NORVEGICUS (RAT 
).//P04694 

F-MAMMA1002056//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//3.2e-37:70:77/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-MAMMA1002058//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//l. le-08:26:76// 
HOMO SAPIENS (HUMAN) .//P39188 

F-MAMMA1002068//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//2.0e-ll:78:46//HO 
MO SAPIENS (HUMAN). //P08547 

F-MAMMA1002078//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//0.96:26:46/ 
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/COTURNIX COTURNIX JAPONICA (JAPANESE QUAIL) . //P50682 

F-MAMMA1002082//SUPPRESSOR PROTEIN SRP40. //O. 23:95 :32//SACCHAR0MYCES CER 
EVISIAE (BAKER'S YEAST) . //P32583 

F-MAMMA1002084//HYPOTHETICAL 7.5 KD PROTEIN. //I. 0:40:35//VACCINIA VIRUS 

(STRAIN COPENHAGEN). //P20520 

F-MAMMA1002093 

F-MAMMA1002108//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556.//0.00 
079: 143:33//STREPT0MYCES FRADIAE.//P20186 

F-MAMMA1002118//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//I. 0:43:34// 
METRIDIUM SENILE (BROWN SEA ANEMONE) (FRILLED SEA ANEMONE) . //047493 
F-MAMMA1002125//!!!! ALU SUBFAMILY SO WARNING ENTRY ! ! ! !//1.9e-14:60:68/ 
/HOMO SAPIENS (HUMAN) .//P391 92 
F-MAMMA1002132 

F-MAMMA1002140//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.4e-24:69:65// 
HOMO SAPIENS (HUMAN) . //P39188 

F-MAMMA1002143//SERUM PROTEIN MSE55.//2.1e-16:166:43//H0M0 SAPIENS (HUMA 
N) . //Q00587 

F-MAMMA1002145//36.4 KD PROLINE-RICH PROTEIN. //0.00014:84:29//LYCOPERSIC 

ON ESCULENTUM (TOMATO) .//Q00451 

F-MAMMA1002I53 

F-MAMMA1002155 

F-MAMMA1002156//METALLOPROTEINASE INHIBITOR PRECURSOR. //O. 90: 58 :34//STRE 

PTOMYCES NIGRESCENS.//P01077 

F-MAMMA1002158 

F-MAMMA1002170//40S RIBOSOMAL PROTEIN S2 (S4) (LLREP3 PROTEIN) .//6.0e-66 
:157:70//HOMO SAPIENS (HUMAN) .//P15880 

F-MAMMA1002174//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! I !//6.5e-25:56:64// 
HOMO SAPIENS (HUMAN) .//P39188 

F-MAMMA1002198//THIOREDOXIN PEROXIDASE 1 (TH I OREDOX IN-DEPENDENT PEROXIDE 
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REDUCTASE 1) (THIOL-SPECIFIC ANTIOXIDANT PROTEIN) (TSA) (PRP) (NATURAL 
KILLER CELL ENHANCING FACTOR B) (NKEF-B) .//9.0e-09:28: 100//HOMO SAPIENS 
(HUMAN). //P321 19 

F-MAMMA1002209//TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT- (TA 
FI 1-135) (TAFII135) (TAFI 1-130) (TAFI 1130) .//O. 0023: 132: 33//H0M0 SAPIENS 
(HUMAN). //000268 

F-MAMMA1002215//PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. 7/0.00032:68: 35// 
HOMO SAPIENS (HUMAN) . //P02452 

F-MAMMA1002219// INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01.//0.0079:22 
® 4:24//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P25386 
F-MAMMA1002230 

F-MAMMA1002236//TRANSLATION INITIATION FACTOR EIF-2B GAMMA SUBUNIT (EIF- 
2B GDP-GTP EXCHANGE FACTOR) .//1.4e-118:151:94//RATTUS NORVEGICUS (RAT)./ 
/P70541 

F-MAMMA1002243//WISKOTT-ALDRICH SYNDROME PROTEIN HOMOLOG (WASP) .//O. 028: 
112:33//MUS MUSCULUS (MOUSE) .//P70315 

F-MAMMA1002250//T-CELL RECEPTOR BETA CHAIN PRECURSOR (ANA 11) .//O. 0012:8 
0:32//ORYCTOLAGUS CUNICULUS (RABBIT) .//P06333 
^ F-MAMMA1002267//ATP SYNTHASE A CHAIN (EC 3.6.1.34) (PROTEIN 6). //O. 17:13 
9:28//TRYPAN0S0MA BRUCEI "BRUCEI.//P24499 

F-MAMMA1002268//60S RIB^OSOMAL PROTEIN L22.//0. 00026: 163 :30//DR0S0PHI LA M 
ELANOGASTER (FRUIT FLY) .//P50887 

F-MAMMA1002269//HISTIDINE-RICH, METAL BINDING POLYPEPTIDE. //O. 35: 14:57// 
HELICOBACTER PYLORI (CAMPYLOBACTER PYLORI) .//Q48251 

F-MAMMA1002282//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//6.1e-05:32:65/ 
/HOMO SAPIENS (HUMAN) . //P39192 

F-MAMMAl 002292//TROPOMYOS IN 2 . // 1 . 4e-05 : 1 00 : 30//SACCHAROMYCES CEREV I S I AE 

(BAKER'S YEAST). //P40414 
F-MAMMA1002293//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//6.8e-25: 127:44/ 
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/HOMO SAPIENS (HUMAN) . //P39188 

F-MAMMA1002294//ALPHA TRANS- INDUCING PROTEIN (ALPHA-TIF) . //O. 00011 : 138:3 
8//B0VINE HERPESVIRUS TYPE 1 (STRAIN P8-2) .//P30020 

F-MAMMA1002297//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. //O. 15: 144:30/ 

/SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P32323 

F-MAMMA1002298//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//I. Oe-05: 40: 50//MU 
S MUSCULUS (MOUSE). //P05143 

F-MAMMA1002299//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4L (EC 1.6.5.3).//0 
.84:65:32//STRUTHI0 CAMELUS (OSTRICH) .//021405 
^ F-MAMMA1002308//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//4.3e-29:61:73// 
HOMO SAPIENS (HUMAN) . //P39188 

F-MAMMA1002310//SPERM MITOCHONDRIAL CAPSULE SELENOPROTEIN (MCS) .//O.OOOl 
6:70:38//MUS MUSCULUS (MOUSE) . //P15265 

F-MAMMA1002311//!!!! ALU SUBFAMILY SB WARNING ENTRY I ! ! !//9.4e-09:84:54/ 
/HOMO SAPIENS (HUMAN). //P39189 

F-MAMMA1002312//HYPOTHETICAL 10.8 KD PROTEIN IN GP30-RIII INTERGENIC REG 

ION (URF Y).//0.48:48:33//BACTERIOPHAGE T4.//P33084 

F-MAMMA1002317 

^ F-MAMMA1002319//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TR 
w 

ANSCR I PTASE (EC' 2 . 7 . 7 . 49) ; ENDONUGLEASE] . //O . Oil : 128: 27//MUS MUSCULUS (M 
0USE).//P11369 

F-MAMMA1002322//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//5.2e-20:92:57/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-MAMMAl 002329// ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//0.05l:33:36 
//XENOPUS LAEVIS (AFRICAN CLAWED FROG) . //P03931 

F-MAMMA1002332//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//6.5e-20: 116:51//H 
OMO SAPIENS (HUMAN). //P08547 

F-MAMMA1002333//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS) .//0.0017:214:31//B 
OS TAURUS (BOVINE).//P02453 
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F-MAMMA1002339//C0PPER-METALL0THI0NEIN (CU-MT) .//0.59:42:38//HELIX POMAT 
lA (ROMAN SNAIL) (EDIBLE SNAIL) .//P55947 

F-MAMMA1002347//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//0. 43:26 :61//H0M 
0 SAPIENS (HUMAN). //P39188 

F-MAMMAl 00235 1 //HYPOTHET I CAL PROTE IN M J0304 . //2 . 3e-07 : 139 : 25//METHAN0C0C 
CUS JANNASCHI I . //Q57752 
F-MAMMAl 002352 

F-MAMMA1002353//! !!! ALU SUBFAMILY J WARNING ENTRY !!! !//0. 00028:31:80// 

HOMO SAPIENS (HUMAN) .//P39188 

F-MAMMA1002355//! !!! ALU SUBFAMILY SP WARNING ENTRY ! M !//4.2e-28:87:73/ 
/HOMO SAPIENS (HUMAN) .//P391 93 

F-MAMMA1002356//RELAXIN.//0.95:31:35//SQUALUS ACANTHIAS (SPINY DOGFISH). 

//P11953 

F-MAMMA1002359//CHLOROPLAST SOS RIBOSOMAL PROTEIN L33.//0.93:44:36//GUIL 
LARD I A THETA (CRYPTOMONAS PHI).//078487 

F-MAMMA1002360//LATE L2 MU CORE PROTEIN PRECURSOR (PROTEIN X) .//O. 94:30: 
43//B0VINE ADENOVIRUS TYPE 2 (MASTADENOVIRUS B0S2) .//Q96626 
F-MAMMA1002361//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.0e-08:45:68// 
HOMO SAPIENS (HUMAN) . //P39188 

F-MAMMA10b2362//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//0.5S:23:26/ 
/LUMBRICUS TERRESTRIS (COMMON EARTHWORM) . //Q34942 

F-MAMMA1002380//SALIVARY GLUE PROTEIN SGS-3 PRECURSOR. //O. 23: 100:27//DRO 

SOPHILA SIMULANS (FRUIT FLY) .//P13729 

F-MAMMA1002384 

F-MAMMAl 002385/ /HYPOTHET I CAL 40.9 KD PROTEIN IN 0RC2-TIP1 INTERGENIC REG 
I0N.//3.8e-14:l25:37//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P38241 
F-MAMMA1002392//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//1.0:17:58// 
BRANCHIOSTOMA LANCEOLATUM (COMMON LANCELET) (AMPHIOXUS) .//021003 
F-MAMMA1002411//30S RIBOSOMAL PROTEIN S17.//0.85:49:32//SYNECH0CYSTIS SP 
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. (STRAIN PCC 6803).//P73311 

F-MAMMA1002413//NADH-UBIQUINGNE OXIDOREDUCTASE CHAIN 1 (EC 1.8.5.3) (FRA 
GMENT)://0.97:41:39//DROSOPHILA AFFINIS (FRUIT FLY) .//P51926 
F-MAMMA1002417//RFBJ PROTEIN. //0.99:3l:35//SHIGELLA FLEXNERI.//P37786 

F-MAMMA1002427//! ! ! ! ALU SUBFAMILY SQ. WARNING ENTRY ! ! ! !//1.6e-33:135:59 
//HOMO SAPIENS (HUMAN) .//P39194 

F-MAMMA1002428//HYPOTHETICAL PROTEIN C18.//0.97:34:44//SWINEP0X VIRUS (S 
TRAIN KASZA) (SPY) .//P32217 

F-MAMMA1002434//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//3.1e-36:56:78/ 
^ /HOMO SAPIENS (HUMAN) .//P39189 
F-MAMMAl'002446 

F-MAMMA1002454//EARLY NODULIN 20 PRECURSOR (N-20) .//0.77:57:45//MEDICAGO 

TRUNCATULA (BARREL MEDIC) .//P93329 
F-MAMMA1002461//VASODILATOR-STIMULATED PHOSPHOPROTEIN (VASP) .//1.3e-05:l 
93:32//CANIS FAMILIARIS (DOG) .//P50551 

F-MAMMA1002470//HYPOTHETICAL 80.7 KD PROTEIN IN ERG7-NMD2 INTERGENIC REG 
I0N.//1.0e-75:231:60//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P38795 
F-MAMMA1002475//POSSIBLE GLOBAL TRANSCRIPTION ACTIVATOR -SNF2L4 (SNF2-BET 
^ A) (BRG-1 PROTEIN) (MITOTIC GROWTH AND TRANSCRIPTION ACTIVATOR) (BRAHMA 
PROTEIN HOMOLOG 1) .//a.0T3:99:30//HOMO SAPIENS (HUMAN) =7/P51 532- 
F-MAMMA1002480//NONSTRUCTURAL PROTEIN 5B.//1.0:23:43//HUMAN CORONAVIRUS 
(STRAIN 229E).//P19741 

F-MAMMA1002485//STANNI0CALCIN PRECURSOR. //2.1e-23: 88 :46//H0M0 SAPIENS (H 
UMAN).//P52823 

F-MAMMA1002494//M0LT-INHIBITING HORMONE (MIH) .//1.0:32:37//PROCAMBARUS C 
LARK 1 1 (RED SWAMP CRAYFISH) .//P55848 

F-MAMMA1002498//6.7 KD PROTEIN (ORF 5) .//1.0:26:42//BARLEY YELLOW DWARF 
VIRUS (ISOLATE PAV) (BYDV) .//P09517 

F-MAMMA1002524//HYP0THETICAL 117.8 KD PROTEIN IN STE2-FRS2 INTERGENIC RE 
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GION.//5.0e-26:222:35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P43571 
F-MAMMA1002530//CYTOSOLIC PHOSPHOLIPASE A2 (EC 3.1.1.4) (CPLA2) (PHOSPHA 
TIDYLCHOLINE 2-ACYLHYDROLASE) / LYSOPHOSPHOLIPASE (EC 3.1.1.5) .//4.5e-12 
:88:44//H0M0 SAPIENS (HUMAN) . //P47712 

F-MAMMA1002545//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//4.3e-29:97:71/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-MAMMA1002554//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7 
.6) (RPBl) (FRAGMENT). //O. 46:54:40//CRICETULUS GRISEUS (CHINESE HAMSTER) 
.//P11414 

F-MAMMA1002556//METALLOTHIONEIN 20-1 ISOFORMS A AND B (MT-20-IA AND MT-2 
0-IB).//0.99:21:47//M¥TILUS EDULIS (BLUE MUSSEL) .//P80251 
F-MAMMA1002566//TRANSCRIPTION FACTOR P65 (NUCLEAR FACTOR NF-KAPPA-B P65 
SUBUNIT).//0.70:130:30//MUS MUSCULUS (MOUSE) . //Q04207 

F-MAMMA1002571//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7 
.6) (FRAGMENT). //0.54:45:51//DICTYOSTELIUM DISCOIDEUM (SLIME M0LD).//P35 
084 

F-MAMMA1002573//PARATHYMOSIN.//1.5e-07:69:46//HOMO SAPIENS (HUMAN) .//P20 
962 

F-MAMMA1002585//MYOSIN LIGHT CHAIN 1, SLOW-TWITCH MUSCLE B/VENTRICULAR I 
SOFORM (FRAGMENT). //0. 38 :3'6:36//MUS MUSCULUS (MOUSE) .7/P09542 
F-MAMMA1002590//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//0.99:22:77//HO 
MO SAPIENS (HUMAN). //P39195 

F-MAMMA1002597//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//2. le-18:44:70/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-MAMMA1002598//60S RIBOSOMAL PROTEIN L7.//1.8e-16:40:100//HOMO SAPIENS 
(HUMAN). //P18124 
F-MAMMAl 002603 

F-MAMMA1002612//30S RIBOSOMAL PROTEIN S16 (FRAGMENT) .//I. 0:29: 37//THERMU 
S AQUATICUS.//007348 
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F-MAMMA1002617//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP25) (FRA 
GMENT).//0. 00041: 81 :34//RATTUS NORVEGICUS (RAT) .//P10164 
F-MAMMA1002618//ESCARGOT/SNAIL PROTEIN HOMOLOG (FRAGMENT) .//O. 11: 18:50// 
PSYCHODA CINEREA.//Q02027 

F-MAMMA1002619//PROBABLE UBIQUITIN CARBOXYL-TERMINAL HYDROLASE K02C4.3 ( 
EC 3.1,2.15) (UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING PR 
OTEASE) (DEUBIQUITINATING ENZYME) .//I. 8e-13:110:40//CAEN0RHABDITIS ELEGA 
NS.//Q09931 

F-MAMMA1002622//!»!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//8.4e-05:53:58// 
HOMO SAPIENS (HUMAN) .//P39188 

F-MAMMA1002623//PEPTIDYL-GLYCINE ALPHA-AM I DATING MONOOXYGENASE PRECURSOR 

(EC 1.14.17.3) (PAM).//2.6e-07:37:78//HOMO SAPIENS (HUMAN) .//P19021 
F-MAMMA1002625 

F-MAMMA1002629//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//4.4e-19:49:73// 
HOMO SAPIENS (HUMAN) .//P39188 

F-MAMMA1002636//COLLAGEN ALPHA 2(VI) CHAIN (FRAGMENT) .//I. 7e-07: 189: 32// 
HOMO SAPIENS (HUMAN) . //P12110 

F-MAMMA1002637//KINESIN LIGHT CHAIN (KLC) .//7.7e-54:227:52//RATTUS NORVE 
GICUS (RAT).//P37285 

F-MAMMA1002646//NEUROFILAMENT TRIPLET H PROTEIN (200 KD NEUROFILAMENT PR 
OTEIN) (NF-H).//0.034:199:25//MUS MUSCULUS (MOUSE) . //P19246 
F-MAMMA1002650//TRANSCRIPTION REGULATOR PROTEIN BACH2 (BTB AND CNC HOMOL 
OG 2).//1.7e-07:104:32//MUS MUSCULUS (MOUSE) .//P97303 

F-MAMMA1002655//SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N).//1. 

0:25:44//H0M0 SAPIENS (HUMAN) . //P22532 

F-MAMMA1002662 

F-MAMMA1002665//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//2.3e-07:54:57/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-MAMMA1002671//ACETYL-COENZYME A SYNTHETASE (EC 6.2.1.1) (ACETATE~COA 
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LIGASE) (ACYL- ACTIVATING ENZYME) .//I. 4e-10:144:31//ESCHERICHIA GOLI.//P 
27550 

F-MAMMA1002673//BREVICAN CORE PROTEIN PRECURSOR. //O. 76: 64 :39//B0S TAURUS 
(BOVINE).//Q28062 

F-kAMMA1002684//HYPOTHETICAL 11.8 KD PROTEIN IN GP55-NRDG INTERGENIC REG 
ION.//0.094:77:27//BACTERIOPHAGE T4.//P07079 

F-MAMMA1002685//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS) .//O. 0017: 177:34/ /R 
ATTUS NORVEGICUS (RAT) . //P02454 

F-MAMMA1002698 

F-MAMMA1002699//HYP0THETICAL 45.1 KD PROTEIN IN RPS5-ZMS1 INTERGENIC REG 
I0N.//1.2e-28:127:47//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P47160 
F-MAMMA1002701//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! I//1.0: 14:92//H0M0 

SAPIENS (HUMAN). //P39188 
F-MAMMA1002708//!!i! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//7.9e-27:52:65/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-MAMMA1002711//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//3.7e-24: 54:75// 

HOMO SAPIENS (HUMAN) . //P39188 
F-MAMMA1002721 

F-MAMMA1002727//SOX-13 PROTEIN (FRAGMENT) .//O. 70:36 :38//MUS MUSCULUS (MO 
USE) . //Q04881 : " ' 7 - . 

F-MAMMA1002728//HYPOTHETICAL 6.0 KD PROTEIN.//1.0:25:44//THERMOPROTEUS T 
ENAX VIRUS 1 (STRAIN KRAI) (TTVl) .//P19305 

F-MAMMA1002744//HYP0THETICAL 13.4 KD PROTEIN IN ACT5-YCK1 INTERGENIC REG 
ION.//1.0:52:34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P38834 
F-MAMMA1002746//HYP0THETICAL 5.6 KD PROTEIN (ORF A-45) .//1.0:22:40//SULF 
OLOBUS VIRUS-LIKE PARTICLE SSVl .//P20198 
F-MAMMAl 002748 

F-MAMMA1002754//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//5. le-21:56:64// 
HOMO SAPIENS (HUMAN) . //P39188 



2 2 9 5 



ffiiiE#2 002-3046780 



#2 000—183767 



F-MAMMA1002758//MALE SPECIFIC SPERM PROTEIN MST84DD. //0.37: 14;64//DR0S0P 
HILA MELANOGASTER (FRUIT FLY) .//Q01645 

F-MAMMA1002764// ! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//4.7e-32:79:60/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-MAMMA1002765//PARATHYMOSIN. 7/0,79:63: 28//B0S TAURUS (BOVINE) .//P08814 
F-MAMMAI002769//GAR2 PROTEIN. //O. 00037: 192:27//SCHIZ0SACCHAR0MYCES POMBE 

(FISSION YEAST). //P41891 
F-MAMMA1002775//HYPOTHETICAL 36.7 KD PROTEIN C2F7.14C IN CHROMOSOME I.// 
5.4e-54:240:49//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q09704 
F-MAMMA1002780 

F-MAMMA1002782//MARGATOXIN (MGTX) .//1.0:31:38//CENTRUROIDES MARGARITATUS 

(SCORPION). //P40755 
F-MAMMA1002796//ICE NUCLEATION PROTEIN. //O. 0018: 100:41//PSEUDOMONAS FLUO 
RESCENS.//P09815 

F-MAMMA1002807//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//9.3e-23: 100:59/ 
/HOMO SAPIENS (HUMAN) .//P39188 

F-MAMMA1002820//NEUROTOXIN IV (LQQ IV) .//1.0:18:50//LEIURUS QUINQUESTRIA 
TUS QUINQUESTRIATUS (EGYPTIAN SCORPION) .//P01489 

F-MAMMA1002830//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//4.7e-24:55:74/ 
/HOMO SAPIENS (HUMAN). //P39195 - - - 

F-MAMMA1002833//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//2.6e-31:95:73/ 
/HOMO SAPIENS (HUMAN) .//P39189 

F-MAMMA1002835//HYPOTHETICAL 42.1 KD PROTEIN F13G3.3 IN CHROMOSOME I. //I 
. 0 : 54 : 37/ /CAENORHABD I T I S ELEGANS . //Ql 94 17 

F-NAMMA1002838//!!!! ALU SUBFAMILY SP WARNING ENTRY !!! !//2.5e-27: 99:70/ 
/HOMO SAPIENS (HUMAN) . //P39193 

F-MAMMA1002842//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//2.3e-13:65:63/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-MAMMA1002843//METALLOTHIONEIN-II (MT-I I) . //0.97: 19:47//MUS MUSCULUS (M 



2 2 9 6 



ailE# 2002-3046780 



#2 000—183767 



0USE).//P02798 

F-MAMMA1002844//HYPOTHETICAL 24,1 KD PROTEIN IN LEF4-P33 INTERGENIC REGI 
ON.//4.9e-08:119:36//AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS ( 
ACMNPV).//P41479 

F-MAMMA1002858//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//0.98:37:37/ 
/PAN TROGLODYTES (CHIMPANZEE) .//Q35647 

F-MAMMA1002868//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//3.8e-10:51:62// 
HOMO SAPIENS (HUMAN) .//P39188 

F-MAMMA1002869//PINCH PROTEIN (PARTICULARY INTERESTING NEW CYS-HIS PROTE 
IN).//1.8e-95:194:78//H0M0 SAPIENS (HUMAN) .//P48059 

F-MAMMA1002871//G-PR0TEIN COUPLED RECEPTOR HOMOLOG R33.//1.0:51:35//RAT 
CYTOMEGALOVIRUS (STRAIN MAASTRICHT) .//012000 

F-MAMMA1002880 

F-MAMMA1002881//GLIOMA PATHOGENESIS-RELATED PROTEIN (RTVP-1 PROTEIN). //3 
.3e-22:180:35//H0M0 SAPIENS (HUMAN) . //P48060 

F-MAMMA1002886//MY0SIN HEAVY CHAIN IB (MYOSIN HEAVY CHAIN IL) .//O. 00011: 

148:39//ACANTHAM0EBA CASTELLANII (AMOEBA) . //P19706 

F-MAMMA1002887 

F-MAMMA1002890//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. 7/0.030:142: 25 

//SACCHAROMYCES CEREVISIAE (BAKER' S YEAST) .//P32323 

F-MAMMA1002892 

F-MAMMA1002895//HYPOTHETICAL PROTEIN UL61. //O. 00099: 143:35//HUMAN CYTOME 
GALOVIRUS (STRAIN AD169) .//P16818 

F-MAMMA1002908//T-CELL RECEPTOR BETA CHAIN PRECURSOR (ANA 11) .//O. 12:44: 
43//0RYCT0LAGUS CUNICULUS (RABBIT) .//P06333 

F-MAMMA1002909//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//0. 00011:28:75// 
HOMO SAPIENS (HUMAN) .//P39188 

F-MAMMA1002930//BOMBYXIN A-7 PRECURSOR (BBX-A7) (4K-PR0TH0RACIC0TR0PIC H 
ORMONE) (4K-PTTH).//0.99:45:46//B0MBYX MORI (SILK MOTH) . //P26730 
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F-MAMMA1002937//ZINC FINGER PROTEIN 42 (MYELOID ZINC FINGER 1) (MZF-1)./ 
/6.5e-24:147:34//H0M0 SAPIENS (HUMAN) .//P28698 

F-MAMMA1002938//CERyL0PLASMIN PRECURSOR (EC 1.16.3.1) (FERROXIDASE) .//4. 
7e-ll:44:68//MUS MUSCULUS (MOUSE) .//Q61 147 

F-MAMMA1002941//PROTEIN Q300.//0.0076:2l:61//MUS MUSCULUS (MOUSE) . //Q027 
22 

F-MAMMA1002947//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556.//1.9e 
-08: 152:38//STREPT0MYCES FRADIAE. //P20186 
F-MAMMAl 002964 

F-MAMMA1002970//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//0. 0057: 55:43// 
HOMO SAPIENS (HUMAN) . //P39189 

F-MAMMA1002972//BRAIN-SPECIFIC HOMEOBOX/POU DOMAIN PROTEIN 3A (BRN-3A) ( 
OCT-Tl) (HOMEOBOX/POU DOMAIN PROTEIN RDC-l) . //0.84:53:41//H0M0 SAPIENS ( 
HUMAN). //Q01851 

F-MAMMA1002973//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//4.6e-ll:54:68/ 

/HOMO SAPIENS (HUMAN) .//P39192 

F-MAMMA1002982 

F-MAMMA1002987//HYPOTHETICAL 11.9 KD PROTEIN IN RPC8-MFA2 INTERGENIC REG 
ION.//0.17:47:29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53906 
-F-MAMMA1003003//!-! !! ALU SUBFAMILY- SX WARNING ENTRY- ! ! ! l//S.6e-09:30:73/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-MAMMA1003004//!!!! ALU SUBFAMILY SX WARNING ENTRY !!! !//0. 0071:41:58// 
HOMO SAPIENS (HUMAN) .//P39195 

F-MAMMA1003007//SPERM PROTAMINE P1.//0.0076:51:37//TACHYGLOSSUS ACULEATU 
S ACULEATUS (AUSTRALIAN ECHIDNA) .//P35311 

F-MAMMAl 00301 1//H I STONE MACR0-H2A . 1 . // 1 . 8e-60 : 175 : 70//RATTUS NORVEG ICUS 
(RAT).//Q02874 

F-MAMMA1003013//ACTIN BINDING PROTEIN. //0.097:83:31//SACCHAROMYCES EXIGU 
US (YEAST). //P38479 
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F-MAMMA1003015 

F-MAMMA1003019//MYOTUBULARIN.//0.022:56:37//HOMO SAPIENS (HUMAN) .//Q1349 
6 

F-MAMMA1003026//HYPOTHETICAL 29.3 KD PROTEIN (0RF92) .//0.0014:208:27//OR 
GYIA PSEUDOTSUGATA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV) .//010341 
F-MAMMA1003031//PROBABLE E4 PROTEIN (E1*E4) .//0.14:49:32//HUMAN PAPILLOM 
AVIRUS TYPE 6B.//P06459 

F-MAMMA1003035//HYP0THETICAL 24.4 KD PROTEIN IN LPD 3' REGION (0RF4).//5. 

le-12:112:34//ZYM0M0NAS MOBILIS. //066114 

F-MAMMA1003039//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.4e-07:68:54// 
HOMO SAPIENS (HUMAN) .//P39188 

F-MAMMA1003040//!!!! ALU SUBFAMILY SBl WARNING ENTRY ! ! ! !//2.8e-39:90:57 
//HOMO SAPIENS (HUMAN) .//P39190 
F-MAMMAl 003044 

F-MAMMA1003047//SPERM HISTONE P2 PRECURSOR (PROTAMINE 2) .//O. 18:25:44//B 
OS TAURUS (BOVINE). //PI 9782 

F-MAMMA1003049//PROBABLE E4 PROTEIN. //0.50:67:29//HUMAN PAPILLOMAVIRUS T 
YPE 6C.//P20969 

F-MAMMA1003055//WEAK TOXIN CM-2.//0.99:23:30//NAJA HAJE HAJE (EGYPTIAN C 
OBRA).//P01415 - 

F-MAMMA1003056//EXPORTED PROTEIN 7 (FRAGMENT) .//I. 0:52: 32//STREPT0C0CCUS 

PNEUMONIAE. //P35597 
F-MAMMA1003057//MD6 PR0TEIN.//1.5e-85:168:95//MUS MUSCULUS (MOUSE) .//Q60 
584 

F-MAMMAl 003066//REGB PROTE I N . //I . 0 : 62 : 27//PSEUD0M0NAS AERUG I NOSA . //Q0338 
1 

F-MAMMA1003089//!!!! ALU SUBFAMILY SBl WARNING ENTRY ! ! ! !//5. le-15:44:77 
//HOMO SAPIENS (HUMAN) .//P39190 

F-MAMMA1003099//ENDOTHELIAL ACTIN-BINDING PROTEIN (ABP-280) (NONMUSCLE F 
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ILAMIN) (FILAMIN 1) .//4.8e-20:80:62//HOMO SAPIENS (HUMAN) .//P21333 
F-MAMMA1003104//PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI 1 1 . //0. 98:22:40/ 
/SYNECHOCOCCUS ELONGATUS NAEGELI .//P25900 

F-MAMMA1003113//PROCOLLAGEN ALPHA 2(1) CHAIN PRECURSOR (FRAGMENTS) .//O. 6 
7:35:45//GALLUS CALLUS (CHICKEN) . //P02467 

F-MAMMA1003127//MY0SIN I ALPHA (MMI-ALPHA) .//5.2e-34: 141:56//MUS MUSCULU 
S (MOUSE). //P46735 

F-MAMMA1003135//HYPOTHETICAL 182.0 KD PROTEIN IN NMD5-H0M6 INTERGENIC RE 
GION.//3.6e-05:91:34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P47170 
F-MAMMA1003140 

F-MAMMA1003146//MALE SPECIFIC SPERM PROTEIN MST87F.//1.0:33:36//DROSOPHI 
LA MELANOGASTER (FRUIT FLY) . //P08175 

F-MAMMA1003150//HYPOTHETICAL 84.3 KD PROTEIN ZK945.10 IN CHROMOSOME II./ 
/4 . 4e-l 0 : 254 : 30//CAENORHABD I T I S ELEG ANS . //Q09625 

F-MAMMA1003166//BRAIN PROTEIN H5.//4.0e-42:182:48//HOMO SAPIENS (HUMAN). 
//043236 

F-NT2RM1000001//HYPOTHETICAL 8.7 KD PROTEIN IN RPL22-RPL23 INTERGENIC RE 
GION (ORF70) .//0.15:38:34//ASTASIA LONGA (EUGLENOPHYCEAN ALGA) .//P34779 
F-NT2RM1000018 

F-NT2RM1000032//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//O, 51: 17:41/ 
/CYPRINUS CARPIO (COMMON CARP) . //P24948 

F-NT2RM1000035//3-HYDROXY-3-METHYLGLUTARYL-COENZYME A REDUCTASE (EC 1.1. 
1.34) (HMG-COA REDUCTASE) .//0.00011:114:27//BLATTELLA GERMANICA (GERMAN 
COCKROACH). //P54960 

F-NT2RM1000037//METALLOTHIONEIN-II (MT-II) .//0.025: 19:47//SCYLLA SERRATA 

(MUD CRAB).//P02806 
F-NT2RM1000039//VITELLINE MEMBRANE VM34CA PROTEIN PRECURSOR.//©. 00083: 84 
:33//DR0S0PHILA MELANOGASTER (FRUIT FLY) .//Q08521 

F-NT2RM1000055//H I ST I D I NE-R I CH GLYCOPROTE I N PRECURSOR . // 1 . 1 e-07 : 34 : 55//P 
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LASMODIUM LOPHURAE.//P04929 

F-NT2RM1000059//MYOCYTE-SPECIFIC ENHANCER FACTOR 2B (SERUM RESPONSE FACT 
OR-LIKE PROTEIN 2) (XMEF2) (RSRFR2) .//O. 18:83 :36//H0M0 SAPIENS (HUMAN)./ 
/Q02080 

F-NT2RM1000062//PROLINE-RICH PEPTIDE P-B.//0.54:34:44//HOMO SAPIENS (HUM 
AN).//P02814 

F-NT2RM1000080//HYPOTHETICAL 35.7 KD PROTEIN SLR1128.//2.1e-20:ll9:40//S 
YNECHOCYSTIS SP. (STRAIN PCC 6803) . //P72655 

F-NT2RM1000086//SALIVARY PROLINE-RICH PROTEIN PC (ALLELE K) [CONTAINS: P 
EPTIDE P-D] (FRAGMENT). //O. 20: 56 :35//H0M0 SAPIENS (HUMAN) .//P10162 
F-NT2RM1000092//COLLAGEN-LIKE PR0TEIN.//0.0017:44:45//HERPESVIRUS SAIMIR 
I (SUBGROUP C / STRAIN 488) . //P22576 

F-NT2RM1000118//CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY 

SUBUNIT) (CALCINEURIN REGULATORY SUBUNIT) .//5.7e-07:109:28//NEUROSPORA 
CRASSA.//P87072 

F-NT2RM1000119//TRANSCRIPTIONAL REGULATOR IE63 (VMW63) (ICP27) .//0.0050: 
135:32//HERPES SIMPLEX VIRUS (TYPE 2 / STRAIN HG52) . //P28276 
F-NT2RM1000127//EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN) .//O. 032: 6 
8:32//S0RGHUM VULGARE (SORGHUM) .//P24152 

F-NT2RM1000131,7METALLOTHIONEIN-rH (MT-IIT) (GROWTH INHIBITORY FACTOR) 
(GIF).//0.82:33:39//BOS TAURUS (BOVINE) . //P37359 

F-NT2RM1000132//NADH-UBIQUINONE OXIDOREDUCTASE 13 KD-A SUBUNIT PRECURSOR 
(EC 1.6.5.3) (EC 1.6.99.3) (COMPLEX I-13KD-A) (CI-13KD-A) .//2.7e-59:124 
:91//H0M0 SAPIENS (HUMAN) . //075380 

F-NT2RM1000153//CYTOSOLIC PURINE 5' -NUCLEOTIDASE (EC 3.1.3.5) .//2.5e-08: 
148:29//H0M0 SAPIENS (HUMAN) . //P49902 

F-NT2RM1000186//CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY 

SUBUNIT) (CALCINEURIN REGULATORY SUBUNIT) .//I. 9e-07: 109:27//NEUROSPORA 
CRASSA.//P87072 
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F-NT2RM1000187//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA HELI 
CASE SPAC10F6.02C.//1.0e-12:94:46//SCHIZOSACCHAROMYCES POMBE (FISSION YE 
AST).//042643 

F-NT2RM1000199//CUTICLE COLLAGEN 12 PRECURSOR. //O. 46: 130:33//CAENORHABDI 

TIS ELEGANS.//P20630 

F-NT2RM1000242//PUTATIVE ATP SYNTHASE J CHAIN, MITOCHONDRIAL (EC 3.6.1.3 
4).//0.85:38:36//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//013931 
F-NT2RM1000244//HYPOTHETICAL 131.5 KD PROTEIN C02F12.7 IN CHROMOSOME X./ 

/O . 0055 : 98 : 36//CAEN0RHABD I T I S ELEGANS . //Ql 1 1 02 

F-NT2RM1000252//TRICHOHYALIN.//2.9e-06:88:36//OVIS ARIES (SHEEP) .//P2279 
3 

F-NT2RM1000256//GLUCOSAMINE— FRUCTOSE-6-PHOSPHATE AMINOTRANSFERASE [ISOM 
ERIZING] (EC 2.6.1.16) (HEXOSEPHOSPHATE AMINOTRANSFERASE) (D-FRUCTOSE-6- 
PHOSPHATE AMIDOTRANSFERASE) (GFAT) . //2.9e-54: 153:67//MUS MUSCULUS (MOUS 
E).//P47856 

F-NT2RM1000257//MAGO NASHI PR0TEIN.//5.9e-64:136:89//DR0S0PHILA MELANOGA 

STER (FRUIT FLY) . //P49028 

F-NT2RM1000260 

F-NT2RM1000271//GALACTOKINASE (EC 2.7.1.6) .//O. 99:41 :39//BACILLUS SUBTIL 
'IS.//P39574 - - 

F-NT2RM1000272//HYPOTHETICAL 55.5 KD PROTEIN ZK1128.2 IN CHROMOSOME III. 
//8. 8e-25 : 131 : 45//CAEN0RHABDITIS ELEGANS . //Q09357 

F-NT2RM1000280//VACUOLAR ATP SYNTHASE SUBUNIT D (EC 3.6.1.34) (V-ATPASE 
D SUBUNIT) (V- ATPASE 28 KD ACCESSORY PROTEIN) .//2.5e-63: 121: 94//B0S TAU 
RUS (B0VINE).//P39942 

F-NT2RM1000300//TREACLE PROTEIN (TREACHER COLLINS SYNDROME PROTEIN) .//O. 

51:145:26//H0M0 SAPIENS (HUMAN) . //Q13428 

F-NT2RM1000314 

F-NT2RM1000318//50S RIBOSOMAL PROTEIN L23.//0.83:28:35//AQUIFEX AEOLICUS 
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.//066433 
F-NT2RM1000341 

F-NT2RM1000354//HYP0THETICAL 5.8 KD PROTEIN IN PUHA 5* REGION (ORF55).//0 
.95:43:37//RH0D0BACTER CAPSULATUS (RHODOPSEUDOMONAS CAPSULATA) .//P26159 
F-NT2RM1000355//SPERM-SPECIFIC PROTEIN PHI-1.//0.0016:73:43//MYTILUS EDU 
LIS (BLUE MUSSEL). //Q04621 

F-NT2RM1000365//HYPOTHETICAL PROTEIN KIAA0140.//3.5e-10:83:49//HOMO SAPI 
ENS (HUMAN). //Q14153 

F-NT2RM1000377//DUAL SPECIFICITY PROTEIN PHOSPHATASE 9 (EC 3.1.3.48) (EC 

3.1.3.16) (MITOGEN-ACTIVATED PROTEIN KINASE PHOSPHATASE 4) (MAP KINASE 
PHOSPHATASE 4) (MKP-4) .//4.9e-18:113:38//H0M0 SAPIENS (HUMAN) . //Q99956 
F-NT2RM1000388//HYPOTHETICAL 27.7 KD PROTEIN IN CPT1-SPC98 INTERGENIC RE 
GION.//0.00023:67:31//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53915 
F-NT2RM1000394//HISTONE H3.3 (H3.B) (H3.3Q) .//4.7e-52:71:91//H0M0 SAPIEN 
S (HUMAN) , MUS MUSCULUS (MOUSE) , RATTUS NORVEGICUS (RAT) , ORYCTOLAGUS CU 
NICULUS (RABBIT), GALLUS GALLUS (CHICKEN), SPISULA SOLIDISSIMA (ATLANTIC 
SURF-CLAM) , DROSOPHILA MELANOGASTER (FRUIT FLY) , AND DROSOPHILA HYDEI ( 
FRUIT FLY).//P06351 

F-NT2RM1000399//ENDOTHELIN-2 PRECURSOR (ET-2) (FRAGMENT) .//O. 92:24 :45//C 
ANIS FAMILIARIS (D0C-).//P12064 " 

F-NT2RM1000421//CUTICLE COLLAGEN 2C (FRAGMENT) .//O. 12:93: 33//HAEM0NCHUS 
C0NT0RTUS.//P16252 

F-NT2RM1000430//PISTIL-SPECIFIC EXTENSIN-LIKE PROTEIN PRECURSOR (PELP)./ 
/0.13:86:31//NIC0TIANA TABACUM (COMMON TOBACCO) .//Q03211 
F-NT2RM1000499//HYPOTHETICAL PROTEIN KIAA0041 (FRAGMENT) .//2.9e-17: 75: 49 
//HOMO SAPIENS (HUMAN) .//Q15057 

F-NT2RM1000539//HYPOTHETICAL 10.4 KD PROTEIN IN FTR1-SPT15 INTERGENIC RE 
GI0N.//2.9e-16:82:51//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P40089 
F-NT2RM1000553//GLYCOLIPID TRANSFER PROTEIN (GLTP) .//6.4e-06:103:33//SUS 
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SCROFA (PIG).//P17403 
F-NT2RM1000555//UNR PROTEIN. //8.7e-77:105:95//RATTUS NORVEGICUS (RAT).// 
P18395 

F-NT2RM1000563//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS) 
.//0.15:20:50//HOMO SAPIENS (HUMAN) . //P30808 

F-NT2RM1000623//CLARA CELL PHOSPHOLIPID-BINDING PROTEIN PRECURSOR (CCPBP 
) (CLARA CELLS 10 KD SECRETORY PROTEIN) (CCIO) .//O. 17:70 :34//H0M0 SAPIEN 
S (HUMAN). //PI 1684 

F-NT2RM1000648//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1.-) .//2.0e-22: 133:42// 
^ SACCHAROMYCES CEREVISIAE (BAKER* S YEAST). //P43636 

F-NT2RM1000661//METALLOTHIONEIN-III (MT-III) (GROWTH INHIBITORY FACTOR) 
(GIF) (GIFB).//0.0060:24:33//HOMO SAPIENS (HUMAN) . //P25713 
F-NT2RM1000666//COLD SHOCK PROTEIN SC0F.//9. le-07: 67:41 //STREPTOMYCES CO 
ELIC0L0R.//P48859 

F-NT2RM1000669//CHLOROPLAST SOS RIBOSOMAL PROTEIN L31.//0.071:69:31//POR 
PHYRA PURPUREA. //P51290 

F-NT2RM1000672//SIGNAL RECOGNITION PARTICLE SEC65 SUBUNIT (FRAGMENT) .//O 

.27:42:42//KLUYVER0MYCES LACTIS (YEAST) . //013475 

^ F-NT2RM1000691//RETINOBLAST0MA BINDING PROTEIN 2 (RBBP-2) .//4.3e-42:241 : 
W 

'42//H0MO SAPIENS (HUMAN). //P29375 
F-NT2RM1000699//N2,N2-DIMETHYLGUANOSINE TRNA METHYLTRANSFERASE PRECURSOR 
(EC 2.1.1.32).//0.94:48:37//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST).// 
P15565 

F-NT2RM1000702//GUANINE NUCLEOT I DE-BINDING PROTEIN BETA SUBUNIT 1.//0.00 
13:139:25//DR0S0PHILA MELANOGASTER (FRUIT FLY) ,//P26308 
F-NT2RM1000725//BASIC PROLINE-RICH PEPTIDE P-E (IB-9) .//1.0:15:60//HOMO 
SAPIENS (HUMAN). //P02811 

F-NT2RM1000741//STATHMIN (CLONE X020) (FRAGMENT) ,// 1.0: 53: 32//XEN0PUS LA 
EVIS (AFRICAN CLAWED FROG) . //Q09005 
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F-NT2RM1000742//HYPOTHETICAL 24.1 KD PROTEIN IN DHFR 3* REGION (0RF2).//1 
.0:54:42//HERPESVIRUS SAIMIRI (STRAIN 484-77) . //P25049 
F-NT2RM1000746//HYPOTHETICAL 16.8 KD PROTEIN C29E6.04 IN CHROMOSOME I.// 
O.ll:87:21//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q09858 
F-NT2RM1000770//DXS6673E PROTEIN.//2.0e-38: 190:48//HOMO SAPIENS (HUMAN). 
//Q14202 

F-NT2RM1000772//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-l.//4.3e-12:14 
l:30//PODOSPORA ANSERINA.//Q0d808 

F-NT2RM1000780//MALE SPECIFIC SPERM PROTEIN MST87F.//0.98:34:38//DROSOPH 

ILA MELANOGASTER (FRUIT FLY) .//P08175 

F-NT2RM1000781 

F-NT2RM1000800//24.1 KD PROTEIN IN VMA12-APN1 INTERGENIC REGION. //7.9e-l 
l:135:34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P28707 
F-NT2RM1000802//ALPHA-AMYLASE INHIBITOR PAIM I (PIG PANCREATIC ALPHA-AMY 
LASE INHIBITOR OF MICROBES I) .//0.43:62:35//STREPTOMYCES OLIVACEOVIRIDIS 

(STREPTOMYCES CORCHORUSII) .//P09921 
F-NT2RM1000811 

F-NT2RM1000826//UNR PROTEIN.//l.le-110:144:83//RATTUS NORVEGICUS (RAT)./ 
/P18395 

F-NT2RMl600829//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//1.0:38:34// " 

DROSOPHILA SIMULANS (FRUIT FLY) . //P50270 

F-NT2RM1000833//PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT.//1 .4e-62: 
.145:84/7CANIS FAMILIARIS (DOG) . //P38377 

F-NT2RM1000850//TESTIS-SPECIFIC PROTEIN KINASE 1 (EC 2.7.1.-) .//6.1e-08: 

136:33//RATTUS NORVEGICUS (RAT) . //Q63572 

F-NT2RM1000852//ATP-DEPENDENT RNA HELICASE R0Kl.//1.6e-34:212:43//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) .//P45818 

F-NT2RM1000857//HISTONE HI . M6 . 1 . //O . 76 : 31 : 48/ /TRYPANOSOMA CRUZI . //P40273 
F-NT2RM1000867//MICROSOMAL SIGNAL PEPTIDASE 10.8 KD SUBUNIT (EC 3.4.-.-) 
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.//0.0082:76:25//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P46965 
F-NT2RM1000874//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS) 
.//0.38:12:58//HOMO SAPIENS (HUMAN) .//P30808 

F-NT2RM1000882//CYTOCHROME B5.//9.0e-13:92:38//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST). //P40312 

F-NT2RM1000883//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS) 
.//0.79:22:59//H0M0 SAPIENS (HUMAN) . //P30808 

F-NT2RM1000885//HYPOTHETICAL 5.8 KD PR0TEIN.//0.76: I8:38//CL0VER YELLOW 
MOSAIC VIRUS (CYMV).//P16485 
^ F-NT2RM1000894//DNA-DIRECTED RNA POLYMERASE I 135 KD POLYPEPTIDE (EC 2.7 
.7.8) (RNA POLYMERASE I SUBUNIT 2) (RPA135) (RNA POLYMERASE I 127 KD SUB 
UNIT) .//6.2e-70: 153: 88//RATTUS NORVEGICUS (RAT) . //054888 
F-NT2RM1000898//ACTIN, CYTOPLASMIC (ACTIN, MICRONUCLEAR) .//4.3e-12:159:2 
8//0XYTRICHA FALLAX.//P02583 
• F-NT2RM1000905//GLUTATHIONE S-TRANSFERASE 1-1 (EC 2.5.1.18) (CLASS-THETA 
).//0.98:39:35//LUCILIA CUPRINA (GREENBOTTLE FLY) (AUSTRALIAN SHEEP BLOW 
FLY).//P42860 

F-NT2RM1000924//HYPOTHETICAL 39.7 KD PROTEIN C34E10.2 IN CHROMOSOME III. 
^ //1.3e-ll:169:28//CAEN0RHABDITIS ELEGANS.//P46577 

F-NT2RM1000927//CUTICLE COLLAGEN 1. //O.OO048: 141:31/./CAEN0RHABDlTIS ELEG 
ANS.//P08124 

F-NT2RM1000962//HYPOTHETICAL 35.8 KD PROTEIN C4F8.04 IN CHROMOSOME I.//7 
.le-13:169:31//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//014180 
F-NT2RM1000978//HYPOTHETICAL 20.2 KD PROTEIN IN MNN4-PTK1 INTERGENIC REG 
I0N.//0.61:82:34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P36045 
F-NT2RM1001003//ALPHA-2 CATENIN (ALPHA N-CATENIN) (NEURAL ALPHA-CATENIN) 
.//1.6e-21:211:31//GALLUS CALLUS (CHICKEN) .//P30997 

F-NT2RM1001008//HYP0THETICAL 72.5 KD PROTEIN C2F7.10 IN CHROMOSOME I.//3 
.2e-15:119:36//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q09701 
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F-NT2RM1001043//ENDOTHELIN-1 (ET-1) (FRAGMENT) .//O. 78:32 :34//MACACA FASC 
ICULARIS (CRAB EATING MACAQUE) (CYNOMOLGUS MONKEY) .//Q28469 
F-NT2RM1001044 

F-NT2RM1001059//LORICRIN.//8.6e-08:108:39//HOMO SAPIENS (HUMAN) . //P23490 
F-NT2RM1001066//METALLOTHIONEIN-LIKE PROTEIN TYPE 2.//0.99:24:50//LYCOPE 
RSICON ESCULENTUM (TOMATO) .//Q43513 

F-NT2RM1 00 1 072// 1 -PHOSPHAT I DYL I NOS I TOL-4 , 5-B I SPHOSPHATE PHOSPHOD I ESTERAS 
E GAMMA 1 (EC 3.1.4.11) (PLC-GAMMA-1) (PHOSPHOLIPASE C-GAMMA-1) (PLC-II) 

(PLC-148).//4.7e-15:l48:33//H0M0 SAPIENS (HUMAN) . //P19174 
F-NT2RM1001074//HYPOTHETICAL PROTEIN F-215.//8.6e-05: 126:30//HUMAN ADENO 
VIRUS TYPE 2.//P03291 

F-NT2RM1001082//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//6.5e-19:75:54/ 

/HOMO SAPIENS (HUMAN) . //P39195 

F-NT2RM1001085//MALE SPECIFIC SPERM PROTEIN MST84DB.//0.49:29:41//DROSOP 
HILA MELANOGASTER (FRUIT FLY) .//Q01643 

F-NT2RM1001092//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFl).//2.8e 
-42:200:38//HOMO SAPIENS (HUMAN) .//P51522 

F-NT2RM1001102//HYPOTHETICAL 62.8 KD PROTEIN IN TAF145-Y0R1 INTERGENIC R 
EGI0N.//1.7e-18:161:36//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P5333 

"1 " " " " ' - _ . 

F-NT2RM1001105//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556.//4.0e 
-05 : 157 : 35//STREPT0MYCES FRAD I AE . //P20186 

F-NT2RM1001112//N0NHIST0NE CHROMOSOMAL PROTEIN HMG-17.//0.18:20:55//BOS 

TAURUS (BOVINE). //P02313 

F-NT2RM1001115 

F-NT2RM1001139//GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 1.8 PRECURSOR 
(GRP 1.8).//2.0e-25:156:46//PHASEOLUS VULGARIS (KIDNEY BEAN) (FRENCH BEA 
N).//P10496 

F-NT2RM2000006//MIT0CHONDRIAL RIBOSOMAL PROTEIN S12.//0.76:45:35//LEISHM 
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ANIA TARENTOLAE (SAUROLEISHMANIA TARENTOLAE) . //Q34940 

F-NT2RM2000013//DNA-DIRECTED RNA POLYMERASE III 128 KD POLYPEPTIDE (EC 2 
.7.7.6) (RNA POLYMERASE III SUBUNIT 2) .//3.9e-87:238:65//DR0S0PHILA MELA 
NOGASTER (FRUIT FLY) .//P25167 

F-NT2RM2000030//TOXINS 1 AND 2.//0.98:21:42//TRIMERESURUS WAGLERI (WAGLE 
R'S PIT VIPER) (TROPIDOLAEMUS WAGLERI) .//P24335 

F-NT2RM2000032// ! ! ! ! ALU SUBFAMILY J WARNING ENTRY !!! !//0. 00059:53: 49// 
HOMO SAPIENS (HUMAN) .//P39188 

F-NT2RM2000042//SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N).//1. 
0:68:26//HOMO SAPIENS (HUMAN) .//P22532 

F-NT2RM2000092//.HYPOTHETICAL 67.5 KD PROTEIN IN PRPS4-STE20 INTERGENIC R 
EGION.//7.0e-ll:80:40//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P38748 
F-NT2RM2000093//OVARY MATURATING PARSIN (OMP) .//1.0:26:38//L0CUSTA MIGRA 
TORIA (MIGRATORY LOCUST) . //P80045 

F-NT2RM2Q00101//HYPOTHETICAL 39.3 KD PROTEIN C02B8.6 IN CHROMOSOME X.//3 
.3e-09:56:35//CAENORHABDITIS ELEGANS.//Q11096 

F-NT2RM2000124//CAMP-DEPENDENT PROTEIN KINASE, ALPHA-CATALYTIC SUBUNIT ( 
EC 2.7.1.37) (PKA C-ALPHA) .//3.1e-35:77:96//MUS MUSCULUS (MOUSE) .//P0513 
2 

F-NT2RM2000191//3* ,5* -CYCLIC-NUCLEOTIDE PHOSPHODIESTERASE REG A (EC 3.1,4 
.17) (PDEASE REGA).//3.3e-05:181:27//DICTYOSTELIUM DISCOIDEUM (SLIME MOL 
D).//Q23917 

F-NT2RM2000192//REPLICATION PROTEIN El (FRAGMENTS) .//O. 019: 148:25//C0TT0 
NTAIL RABBIT (SHOPE) PAPILLOMAVIRUS (STRAIN WASHINGTON B) (CRPV) .//P5189 
4 

F-NT2RM2000239//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//O. 00032: 111: 32//M 
US MUSCULUS (MOUSE). //P05143 

F-nnnnnnnnnnnn//METALLOTH I ONE IN-LIKE PROTEIN TYPE 2.//0.046:59:33//LYCOP 
ERSICON ESCULENTUM (TOMATO) .//Q435 12 



2 3 0 8 



ffiIiE# 2002-3046780 



#2 000 — 183767 



F-NT2RM2000250//GALECTIN-3 (GALACTOSE-SPECIFIC LECTIN 3) (MAC-2 ANTIGEN) 

(IGE-BINDING PROTEIN) (35 KD LECTIN) (CARBOHYDRATE BINDING PROTEIN 35) 
(CBP 35) (LAMININ-BINDING PROTEIN) (LECTIN L-29) .//0.054:46:34//RATTUS N 
ORVEGICUS (RAT).//P08699 

F-NT2RM2000259//TRANS- ACTING TRANSCRIPTIONAL PROTEIN ICPO (P135 PROTEIN) 
(lER 2.9/ER2.6).//0.27:112:33//BOVINE HERPESVIRUS TYPE 1 (STRAIN JURA). 
//P29128 

F-NT2RM2000260//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//4.7e-22: 191: 35//M 
US MUSCULUS (MOUSE). //P05143 

F-NT2RM2000287//HYPOTHETICAL 11.8 KD PROTEIN C1B3.02C IN CHROMOSOME I.// 
5.0e-19:83:53//SCHIZ0SACCHAROMYCES POMBE (FISSION YEAST) .//013868 
F-NT2RM2000322//DIAMIN0PIMELATE DECARBOXYLASE (EC 4.1.1.20) (DAP DECARBO 
XYLASE).//0.47:117:29//HELICOBACTER PYLORI (CAMPYLOBACTER PYLORI) .//P561 
29 

F-NT2RM2000359//SPORE GERMINATION PROTEIN 270-11.//0.12:83:36//DICTYOSTE 
LIUM DISCOIDEUM (SLIME MOLD) . //P22698 

F-NT2RM2000363//BREAKPOINT CLUSTER REGION PROTEIN.//1.3e-16:203:30//H0MO 

SAPIENS (HUMAN). //PI 1274 
F-NT2RM2000368//DEK PROTEIN. //O. 00027: 100 :32//H0M0 SAPIENS (HUMAN) . //P35 
859 

F-NT2RM2000371//POLYRIBONUCLEOTIDE NUCLEOTIDYLTRANSFERASE (EC 2.7.7.8) ( 
POLYNUCLEOTIDE PHOSPHORYLASE) (PNPASE) .//6.8e-36:170:47//ESCHERICHIA COL 
I.//P05055 

F-NT2RM2000374//NODAL PRECURS0R.//1. le-32: 64:95/ /MUS MUSCULUS (MOUSE).// 
P43021 

F-NT2RN2000395// I MMED I ATE-EARLY PROTEI N IE180 . //O . 31 : 41 : 43//PSEUD0RABIES 

VIRUS (STRAIN INDIANA-FUNKHAUSER / BECKER) (PRV) .//P11675 
F-NT2RM2000402//ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PRO 
TEIN) (PHEROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC 
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INTERMEDIATE COMPONENT) .//I. 2e-30: 228: 32//SACCHAR0MYCES CEREVISIAE (BAKE 
R'S YEAST). //P32802 

F-NT2RM2000407//TRANSMEMBRANE PROTEIN SEX PRECURSOR. //0.032:105:30//HOMO 

SAPIENS (HUMAN). //P51805 
F-NT2RM2000420/7METALLOTHIONEIN (MT) .//O. 88:42 :38//PLEUR0NECTES PLATESSA 

(PLAICE). //P07216 

F-NT2RM2000422//SODIUM- AND CHLORIDE-DEPENDENT TRANSPORTER NTT73.//2.0e- 
117:237:87//RATTUS NORVEGICUS (RAT) .//Q08469 

F-NT2RM2000452//HYPOTHETICAL 63.6 KD PROTEIN IN YPT52-GCN3 INTERGENIC RE 
GION.//l.le-08:157:28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P36113 
F-NT2RM2000469//70 KD ANTIGEN. //O. 050: 207 :23//SHIGELLA FLEXNERI.//P18010 
F-NT2RM2000490//BASIC PROLINE-RICH PEPTIDE P-E (IB-9) .//0.022:25:44//HOM 
0 SAPIENS (HUMAN). //P02811 

F-NT2RM2000502//MALE SPECIFIC SPERM PROTEIN MST84DD,//0.0037:17:58//DROS 
OPHILA MELANOGASTER (FRUIT FLY) .//Q01645 

F-NT2RM2000504//HYPOTHETICAL 99.0 KD PROTEIN SPBC119.17.//1.7e-22:195:27 
//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//042908 

F-NT2RM2000522//RAS-RELATED PROTEIN RABA (FRAGMENT) .//3.6e-05: 67: 29//DIC 
TYOSTELIUM DISCOIDEUM (SLIME MOLD) .//P34141 

F-NT2Rn2000540//IIYPOTHETICAL 83.8 KD PROTEIN C27F2.7 IN CHROMOSOME Hi./ 
/8 . 4e-33 : 214 : 38//CAEN0RHABDI TI S ELEGANS . //Q18262 

F-NT2RM2000556//HYPOTHETICAL PROTEIN KIAA0288 (HA6116) .//I. 7e-09: 133:36/ 
/HOMO SAPIENS (HUMAN) .V/P56524 

F-NT2RM2000566//INTEGRIN ALPHA-6 PRECURSOR (VLA-6) (CD49F) . //2 . 2e-60 : 244 
:51//H0M0 SAPIENS (HUMAN) .//P23229 

F-NT2RM2000567//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//2.3e-09: 192:34//M 
US MUSCULUS (MOUSE). //P05143 

F-NT2RM2000569//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//9.0e-08:43:72// 
HOMO SAPIENS (HUMAN) . //P39188 
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F-NT2RM2000577//ISOLEUCYL-TRNA SYNTHETASE (EC 6.1.1.5) (ISOLEUCINE— TRNA 
LIGASE) (ILERS).//9.1e-54:225:45//SYNECH0CYSTIS SP. (STRAIN PCC 6803)./ 
/P73505 

F-NT2RM2000581//SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B53) .//O. 
079:lll:34//HOMO SAPIENS (HUMAN) .//Q15427 

F-NT2RM2000588//HYPOTHETICAL PROTEIN KIAA0288 (HA6116).//2.3e-09: 193:32/ 
/HOMO SAPIENS (HUMAN) .//P56524 

F-NT2RM2000594//BASIC PROLINE-RICH PEPTIDE P-E (IB-9) .//O. 18:33:42//H0MO 

SAPIENS (HUMAN). //P02811 
F-NT2RM2000599//DNA (CYT0SINE-5)-METHYLTRANSFERASE (EC 2.1.1.37) (DNA ME 
THYLTRANSFERASE) (DNA METASE) (MCMT) (M.MMUI) .//1.5e-09:88:45//MUS MUSCU 
LUS (MOUSE). //P13864 

F-NT2RM2000609//GRANULIN 2.//0.83:42:35//CYPRINUS CARPIO (COMMON CARP)./ 
/P81014 

F-NT2RM2000612//ZINC FINGER PROTEIN GCSl.//7.2e-05:155:29//SACCHAROMYCES 
CEREVISIAE (BAKER'S YEAST) .//P35 197 
F-NT2RM2000623//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. //1.8e-09: 196: 

33//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P32323 

F-NT2RM2000624//SALIVARY GLUE PROTEIN SGS-3 PRECURSOR. //O. 070: 113: 27//DR 
OSOPHILA ERECTA (FRUIT FLY) ./VP13730' 

F-NT2RM2000635//SPERM PROTAMINE "Pl.//0.54:47:38//ANTECHINUS STUARTII.//P 
42129 

F-NT2RM2000636//OUTER MEMBRANE PROTEIN H.8 PRECURSOR. //0.096:62:35//NEIS 
SERIA- GONORRHOEAE. //PI 1910 

F-NT2RM2000639//HYPOTHETICAL PROTEIN MJ0243.//0.99:32:34//METHANOCOCCUS 
JANNASCHII.//Q57694 

F-NT2RM2000649//NEURONAL CALCIUM SENSOR 1 (NCS-1) .//O. 00049: 70: 35//RATTU 
S NORVEGICUS (RAT), AND CALLUS CALLUS (CHICKEN) .//P36610 
F-NT2RM2000669//50S RIBOSOMAL PROTEIN L34.//1.0:34:44//BACILLUS SUBTILIS 
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F-NT2RM2000691//ACTIN-LIKE PROTEIN 3 (ACTIN-2) .//7.0e-116:243:87//HOMO S 
APIENS (HUMAN), AND BOS TAURUS (BOVINE) .//P32391 

F-NT2RM2000714//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1) 
.//3.8e-21:l74:35//H0M0 SAPIENS (HUMAN) . //Q15404 

F-NT2RM2000718//HYPOTHETICAL 52.9 KD SERINE-RICH PROTEIN C11G7.01 IN CHR 
OMOSOME I.//0.0022:174:29//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). //O 
13695 

F-NT2RM2000735//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6) .//1.6e-102:24 
6:74//H0M0 SAPIENS (HUMAN) .//P28160 

F-NT2RM2000740//HYP0THETICAL 131.1 KD HELICASE IN ALG7-ENP1 INTERGENIC R 
EGI0N.//8.5e-51:212:49//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P3814 
4 

F-NT2RM2000795// ! ! ! ! ALU SUBFAMILY SB WARNING ENTRY ! M !//9.0e-41 : 125:53 
//HOMO SAPIENS (HUMAN) .//P39189 

F-NT2RM2000821//COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) .//I 
.le-128:29l:89//RATTUS NORVEGICUS (RAT) .//P23514 

F-NT2RM2000837//CYCL IN-DEPENDENT KINASE INHIBITOR 10 (CYCL IN-DEPENDENT K 
INASE INHIBITOR P57) (P57KIP2) .//3.9e-05: 113:36//H0M0 SAPIENS (HUMAN).// 
P49918 - - - . 

F-NT2RM2000g51//HYPOTHETICAL 60.3 KD PROTEIN R08D7.7 IN CHROMOSOME III./ 
/2.5e-49:273:39//CAEN0RHABDITIS ELEGANS. //P30646 

F-NT2RM2000952//NEUROFILAMENT TRIPLET H PROTEIN (200 KD NEUROFILAMENT PR 
OTEIN) (NF-H) (FRAGMENT). //O. 037: 234 :23//RATTUS NORVEGICUS (RAT) .//P1688 
4 

F-NT2RM2000984//HYPOTHETICAL 54.7 KD PROTEIN F37A4.1 IN CHROMOSOME III./ 
/6 . 3e-44 : 216 : 43//CAEN0RHABDIT I S ELEGANS . //P41879 

F-NT2RM2001004//SYNAPSINS lA AND IB.//0. 15: 178:32//RATTUS NORVEGICUS (RA 
T).//P09951 
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F-NT2RM2001035//CCR4-ASSOCIATED FACTOR 1 (CAFl) .//I .4e-87: 188:90//MUS MU 
SCULUS (MOUSE). //Q60809 

F-NT2RM2001065//ATP SYNTHASE A CHAIN (EC 3.6.1.34) (PROTEIN 6). //O. 53:12 
2:31//TRYPAN0S0MA BRUCEI BRUCEI .//P24499 

F-NT2RM2001100//HYPOTHETICAL 39.7 KD PROTEIN C34E10.2 IN CHROMOSOME III. 
//3 . 4e-13 : 171 : 30//CAENORHABD I T I S ELEGANS . //P46577 

F-NT2RM2001105//SPORE COAT PROTEIN SP96.//7.8e-06:l41:34//DICTY0STELIUM 
DISCOIDEUM (SLIME MOLD) .//P14328 

F-NT2RM200 1131 //PROBABLE EUKARYOTIC INITIATION FACTOR C17C9.03.//2.3e-18 
:249:31//S.CHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q10475 
F-NT2RM2001141//HYPOTHETICAL 115.4 KD PROTEIN ZK757.3 IN CHROMOSOME III. 
//0.050:134:26//CAENORHABDITIS ELEGANS. //P34681 

F-NT2RM2001152 

F-NT2RM2001177//COLLAGEN ALPHA l(XIV) CHAIN PRECURSOR (UNDULIN) .//0.86:4 
2:40//GALLUS GALLUS (CHICKEN). //P32018 

F-NT2RM2001194//SMOOTHELIN.//4.7e-05:77:32//HOMO SAPIENS (HUMAN) . //P5381 
4 ■ 

F-NT2RM2001196//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//I. 7e-18:218:35//M 
US MUSCULUS (MOUSE). //P05 143 

F-NT2RM2001201//eYSTEINE STRING PROTEIN- (CeCSl)-; //0 . 041 : 22: 59//T0RPED0 G - 

ALIFORNICA (PACIFIC ELECTRIC RAY) .//P56101 

F-NT2RM2001221//KALIRIN (PAM COOH-TERMINAL INTERACTOR PROTEIN 10) (P-CIP 
10).//1.3e-13:183:32//RATTUS NORVEGICUS (RAT) . //P97924 
F-NT2RM2001238//GLUTAMINASE, KIDNEY ISOFORM PRECURSOR (EC 3.5.1.2) (GLS) 
(L-GLUTAMINE AMIDOHYDROLASE) .//6.5e-121:218:98//RATTUS NORVEGICUS (RAT) 
.//P13264 

F-NT2RM2001243//HYPOTHETICAL 200.0 KD PROTEIN IN GZF3-IME2 INTERGENIC RE 
GION.//0.00019:177:27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P42945 
F-NT2RM2001247//LEGUMIN B (FRAGMENT) .//O. 22:54 :35//PI SUM SATIVUM (GARDEN 



2 3 13 



ffiiE# 2002-3046780 



#2 000-183767 

PEA).//P14594 

F-NT2RM2001256//PROTEIN TSG24 (MEIOTIC CHECK POINT REGULATOR) .//I. 8e-l 09 
:207:98//MUS MUSCULUS (MOUSE) . //P53995 

F-NT2RM2001291//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930). //O.O 
16:22:40//HOMO SAPIENS (HUMAN) . //P22531 

F-NT2RM2001306//REF(2)P PROTEIN. //0.61:51:33//DROSOPHILA MELANOGASTER (F 
RUIT FL¥).//P14199 

F-NT2RM2001312//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//7.2e-ll:33:72/ 

/HOMO SAPIENS (HUMAN) . //P39195 
F-NT2RM2001319 

F-NT2RM2001324//ZYXIN.//5.1e-22:91:38//GALLUS CALLUS (CHICKEN) .//Q04584 
F-NT2RM2001345//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-l.//7.4e-10: 15 

9 : 27//P0D0SP0RA ANSER I NA . //Q00808 

F-NT2RM2001360//ACCESSORY GLAND PEPTIDE PRECURSOR (PARAGONIAL PEPTIDE B) 
.//I. 0:27:48/ /DROSOPHILA MELANOGASTER (FRUIT FLY) .//P05623 
F-NT2RM2001370//NAPE PROTEIN.//0.98:44:31//PARACOCCUS DENITRIFICANS (SUB 
SP. THIOSPHAERA PANTOTROPHA) .//Q56348 

F-NT2RM2001393//VITELL0GENIN PRECURSOR (VTG) [CONTAINS: LIPOVITELLIN LV- 
IN; LIPOVITELLIN LV-IC; LIPOVITELLIN LV-2] .//0.0024:163:31//ICHTHYOMYZON 

UNICUSPUS (SILVER LAMPREY). //Q91062 .- 
F-NT2RM2001420 

F-NT2RM2001424//HETEROGENOUS NUCLEAR RIBONUCLEOPROTEIN U (HNRNP U).//2.4 
e-4l:l40:59//HOMO SAPIENS (HUMAN) . //Q00839 

F-NT2RM2001499//HIGH-AFFINITY CATIONIC AMINO ACID TRANSPORTER-1 (CAT-1) 
(CATl) (SYSTEM Y+ BASIC AMINO ACID TRANSPORTER) (ECOTROPIC RETROVIRAL LE 
UKEMIA RECEPTOR HOMOLOG) (ERR) (ECOTROPIC RETROVIRUS RECEPTOR HOMOLOG)./ 
/3.7e-7l:20l:68//HOMO SAPIENS (HUMAN) .//P30825 

F-NT2RM2001504//CUTICLE COLLAGEN 2.//0.028:41:39//CAENORHABDITIS ELEGANS 
.//P17658 
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F-NT2RM2001524//HYPOTHETICAL 61.3 KD PROTEIN F25B5.5 IN CHROMOSOME III./ 
/6 . 7e-47 : 190 : 42//CAEN0RHABD I T I S ELEGANS . //Q09316 

F-NT2RM2001544//TELOMERE-BINDING PROTEIN 51 KD SUBUNIT.//0. 0027:136:33// 
EUPLOTES CRASSUS.//Q06184 

F-NT2RM2001547//HYPOTHETICAL 48.6 KD PROTEIN IN BETl-PANl INTERGENIC REG 
I0N.//8.5e-18:91:50//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P40564 
F-NT2RM2001575//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A) 
) (RO (SS-A) ).//3.ge-35: 212 :41//H0M0 SAPIENS (HUMAN) .//PI 9474 
F-NT2RM2001582//RESA PROTEIN. //O. 0033: 72 :27//BACILLUS SUBTILIS.//P35160 
^ F-NT2RM2001588//EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN) .//I. Oe-06 
:115:32//ZEA MAYS (MAIZE) .//P14918 

F-NT2RM2001592//KERATIN, ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KERATIN). 
//0.033:156:23//HOMO SAPIENS (HUMAN) .//P26371 

F-NT2RM2001605//RETINOBLASTOMA BINDING PROTEIN 2 (RBBP-2) .//l.le-116:249 
:82//H0M0 SAPIENS (HUMAN) . //P29375 

F-NT2RM2001613//PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT.//1.2e-97: 
192:100//RATTUS NORVEGICUS (RAT) .//P38378 

F-NT2RM2001632//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. //O. 00068: 145: 
28//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //P32323 

F-NT2RM20ai635//NUCLEAR ENVELOPE PORE MEMBRANE PROTEIN POM .121 (PORE MEM 
BRANE PROTEIN OF 121 KD) (P145) . //I. le-39:235:47//RATTUS NORVEGICUS (RAT 
).//P52591 

F-NT2RM2001637//HYPOTHETICAL BHLFl PROTEIN. //O. 075: 197:29//EPSTEIN-BARR 
VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03181 

F-NT2RM2001641//NADH-CYTOCHROME B5 REDUCTASE (EC 1.6.2.2) (B5R) .//0.013: 
29:68//H0M0 SAPIENS (HUMAN) . //P00387 

F-NT2RM2001648//PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT.//3.2e-65: 
132:100//CANIS FAMILIARIS (DOG) . //P38377 

F-NT2RM2001652//PROTEIN TRANSPORT PROTEIN SEC7.//1.6e-32:261:32//SACCHAR 
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OMYCES CEREVISIAE (BAKER'S YEAST) .//PI 1075 

F-NT2RM2001659//CARBOXYPEPTIDASE A INHIBITOR. //0.83:30:46//ASCARIS SUUM 
(PIG ROUNDWORM) (ASCARIS LUMBRICOIDES) .//P19399 

F-NT2RM200 1664// I K 13 PROTE I N . // 1 . 3e-31 : 265 : 34//SACCHAR0MYCES CEREV I S I AE 
(BAKER'S YEAST). //Q06706 

F-NT2RM2001668//T0NB PROTEIN. //0.32:39:41//XANTHOMONAS CAMPESTRIS (PV. C 
AMPESTRIS).//034261 

F-NT2RM2001670//ZINC FINGER PROTEIN 174.//3.6e-21: 172:39//H0M0 SAPIENS ( 
HUMAN). //Q15697 

^ F-NT2RM2001671//HYPOTHETICAL 118.6 KD PROTEIN C29E6.03C IN CHROMOSOME I. 
//1.6e-10:229:24//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q09857 
F-NT2RM2001675//DIHYDRODIPICOLINATE SYNTHASE (EC 4.2.1.52) (DHDPS) .//l.O 

:184:21//METHAN0C0CCUS JANNASCHII.//Q57695 

F-NT2RM2001681//PR0TEIN DISULFIDE ISOMERASE PRECURSOR (PDI) (EC 5.3.4.1) 
.//0.0039:199:22//DROSOPHILA MELANOGASTER (FRUIT FLY) . //P54399 
F-NT2RM2001688//HYPOTHETICAL 28.1 KD PROTEIN IN SIPU-PBPC INTERGENIC REG 
I0N.//2.6e-21:162:33//BACILLUS SUBTILIS.//P42966 

F-NT2RM2001695//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//4.9e-4l:60:81/ 
_ /HOMO SAPIENS (HUMAN) .//P39194 

F-NT2RM2001696//HYPOTHETICAL 24.1 KD PROTEIN IN LEF4-P33 TNTERGENIC REGI 
0N.//9.8e-16:l26:38//AUT0GRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS ( 
ACMNPV).//P41479 

F-NT2RM2001698//PENAEIDIN-3B PRECURSOR (P3-B) .//O. 36:52 :34//PENAEUS VANN 
AMEI (PENOEID SHRIMP) (EUROPEAN WHITE SHRIMP) .//P81059 
F-NT2RM2001699//TRANSCRIPTION INITIATION FACTOR TFIID 30 KD SUBUNIT (TAF 
11-30) (TAFII30).//0.0012:79:40//HOMO SAPIENS (HUMAN) . //Q12962 
F-NT2RM2001700//ACYL-COA DEHYDROGENASE, VERY-LONG-CHAIN SPECIFIC (EC 1.3 
.99.-) (VLCAD) (FRAGMENT). //I. Oe-30: 140 :53//MUS MUSCULUS (MOUSE) . //P5054 
4 
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F-NT2RM2001706//! ! ! ! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//1.5e-33:95:75/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-NT2RM2001716//HYPOTHETICAL 118.4 KD PROTEIN IN BAT2-DAL5 INTERGENIC RE 
GION PRECURSOR. //0.010:116:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). 

//P47179 

F-NT2RM2001718//METHYL-ACCEPTING CHEMOTAXIS PROTEIN TLPB.//0.00029:77:37 
//BACILLUS SUBTILIS.//P39217 

F-NT2RM2001723/ /POSTERIOR PITUITARY PEPTIDE. //0.94:26:53//B0S TAURUS (BO 

VINE).//P01154 

F-NT2RM2001727//E7 PROTEIN. //O. 91: 46 :34//HUMAN PAPILLOMAVIRUS TYPE 23.// 
P50781 

F-NT2RM2001730//PROBABLE UBIQUITIN CARBOXYL-TERMINAL HYDROLASE K02C4.3 ( 
EC 3.1.2.15) (UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING PR 
OTEASE) (DEUBIQUITINATING ENZYME) .//4.9e-07: 139: 29//CAEN0RHABDITIS ELEGA 
NS.//Q09931 

F-NT2RM2001743//PROENKEPHALIN A PRECURSOR. //O. 75: 65 :35//CAVIA PORCELLUS 
(GUINEA PIG).//P47969 

F-NT2RM2001753//HYP0THETICAL PROTEIN KIAA0210.//1.5e-14:119:36//H0M0 SAP 
I ENS (HUMAN). //Q92609 n. 

F-NT2RM2001760//PROTEIN TRANSPORT PROTEIN SECei" ALPHA SUfiUNTT.//8.3e-58: 
119:99//CANIS FAMILIARIS (DOG) . //P38377 

F-NT2RM2001768//HYPOTHETICAL PROTEIN UL25.//0.45:77:32//HUMAN CYTOMEGALO 
VIRUS (STRAIN AD169) .//P16761 

F-NT2RM2001771//ZINC FINGER PROTEIN 135.//4.6e-80:224:60//HOMO SAPIENS ( 
HUMAN) . //P52742 

F-NT2RM2001782//MANNOSE-1-PHOSPHATE GUANYLTRANSFERASE (EC 2.7.7.13) (ATP 
-MANNOSE-1- PHOSPHATE GUANYLYLTRANSFERASE) (NDP-HEXOSE PYROPHOSPHORYLASE 
).//7.0e-06:6l:45//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P41940 
F-NT2RM2001784//HYPOTHETICAL PROTEIN UL61. //O. 00070: 145 :33//HUMAN CYTOME 
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GALOVIRUS (STRAIN AD169) .//P16818 

F-NT2RM2001785//LINOLEOYL-COA DESATURASE (EC 1.14.99.25) (DELTA(6)-DESAT 
URASE).//1.5e-08:127:32//SYNECHOCYSTIS SP. (STRAIN FCC 6803) .//Q08871 
F-NT2RM2001797//ZINC FINGER PROTEIN 135.//1.6e-73:267:49//H0M0 SAPIENS ( 

HUMAN). //P52742 

F-NT2RM2001800//HYPOTHETICAL HELICASE MG018/MG017/MG016 HOMOL0G.//3.9e-l 
2:171: 33/ /MYCOPLASMA PNEUMONIAE. //P75093 

F-NT2RM2001803//IKI3 PR0TEIN.//1.6e-38:283:36//SACCHAR0MYCES CEREVISIAE 

(BAKER'S YEAST) .//Q06706 

F-NT2RM2001805//COLD SHOCK-LIKE PROTEIN CSPH.//0.51:46:32//SALMONELLA TY 
PHIMURIUM.//033793 

F-NT2RM2001813//HYPOTHETICAL 40.4 KD TRP-ASP REPEATS CONTAINING PROTEIN 
C14B1.4 IN CHROMOSOME I II .//5. 0e-05:82:32//CAENORHABDITIS ELEGANS.//Q179 
63 

F-NT2RM2001823//CHROMODOMAIN-HELICASE-DNA-BINDING PROTEIN 2 (CHD-2).//3. 
6e-49:233:45//H0M0 SAPIENS (HUMAN) . //014647 

F-NT2RM2001839//RETICULOCALBIN 1 PRECURSOR. //5.2e-65: 222 :56//H0M0 SAPIEN 
S (HUMAN). //Q15293 

F-NT2RM2001840//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!! !//9.6e-33: 102:68 
//HOMO SAPIENS (HUMAN). //P39194 " 

F-NT2RM2001855//BASP1 PROTEIN. //0.054:120:30//H0M0 SAPIENS (HUMAN) . //P80 

723 

F-NT2RM2001867//HYPOTHETICAL 56.6 KD PROTEIN IN URE2-SSU72 INTERGENIC RE 
GI0N.//4.1e-19:88:36//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P53867 
F-NT2RM2001879//HYPOTHETICAL 47.3 KD PROTEIN C22G7.07C IN CHROMOSOME I./ 
/5.9e-15:76:38//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) . //Q09800 
F-NT2RM2001886//HYPOTHETICAL 126.9 KD PROTEIN C22G7.04 IN CHROMOSOME I./ 
/1.4e-4l:249:38//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) . //Q09798 
F-NT2RM2001896//HYPOTHETICAL 83.2 KD PROTEIN IN KAR4-PBN1 INTERGENIC REG 
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I0N.//2.1e-59:l97:56//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P25582 
F-NT2RM2001903//HYPOTHETICAL PROTEIN MJ0263..//0.070:132:31//METHANOCOCCU 
S JANNASCHII.//006917 

F-NT2RM2001930//THROMBOSPONDIN 2 PRECURSOR. //7. le-05:53:47//MUS MUSCULUS 
(MOUSE). //Q03350 

F-NT2RM2001935//PUTATI VE CUTICLE COLLAGEN F55C10 . 3. //O . 00046 : 1 16 : 35//CAE 
NORHABDITIS ELEGANS.//Q21184 

F-NT2RM2001936//32.3 KD PROTEIN IN CWPl-MBRl INTERGENIC REGION. //4.5e-27 
:216:34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P28320 
F-NT2RM2001950//HIRUDIN HVl (BUFRUDIN) .//0.59:43:34//HIRUDINARIA MANILLE 
NSIS (BUFFALO LEECH). //P81492 

F-NT2RM2001982//GUANINE NUCLEOT I DE-BINDING PROTEIN G (I) /G(S)/G(0) GAMMA- 
8 SUBUNIT (G GAMMA-C).//0.72:35:42//BOS TAURUS (BOVINE) . //P50154 
F-NT2RM2001983//PROLINE-RICH PEPTIDE P-B.//0. 00035: 23 :52//H0M0 SAPIENS ( 
HUMAN). //P02814 

F-NT2RM2001 989/ /NUCLEOLAR PROTEIN N0P4 (NUCLEOLAR PROTEIN N0P77) .//8.6e- 
24:l97:37//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST).//P37838 
F-NT2RM2001997 

F-NT2RM2001 998// I MMEDI ATE-EARLY PROTEI N I E180 . //O . 076 : 92 : 27//PSEUD0RAB I E 
S VIRUS (STRAIN INDIANA-FUNKHAUSER / BECKER) (PRV) :7/Pl-1675 
F-NT2RM2002004//SLF1 PROTEIN. //3.5e-06:235:27//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST). //Q12034 

F-NT2RM2002014//HYPOTHETICAL PROTEIN HI0568.//2.1e-17:235:29//HAEMOPHILU 
S INFLUENZAE. //P71353 

F-NT2RM2002030//GLUCOSAM I NE— FRUCTOSE-6-PHOSPHATE AM I NOTRANSFERASE [ I SOM 
ERIZING] (EC 2.6.1.16) (HEXOSEPHOSPHATE AMINOTRANSFERASE) (D-FRUCTOSE-6- 
PHOSPHATE AMIDOTRANSFERASE) (GFAT) .//9.5e-105:271:76//MUS MUSCULUS (MOU 
SE).//P47856 

F-NT2RM2002049//SMALL PROLINE-RICH PROTEIN 2-l.//0.099:41:41//HOMO SAPIE 
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NS (HUMAN). //P35326 

F-NT2RM2002055//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS13.//0.01 
2:217:24//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //Q07878 
F-NT2RM2002088//PUTATIVE HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN X (HNRN 
P X) (CBP).//l.le-09:65:53//MUS MUSCULUS (MOUSE) .//Q61990 
F-NT2RM2002091//HYP0THETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC R 
EGION.//0.072:74:37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P53214 
F-NT2RM2002100//ATP-DEPENDENT RNA HELICASE R0Kl.//4.5e-50:289:41//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) .//P45818 
^ F-NT2RM2002109//NT-3 GROWTH FACTOR RECEPTOR PRECURSOR (EC 2.7.1.112) (TR 
KC TYROSINE KINASE) (GP145-TRKC) (TRK-C) .//1.4e-14:203:32//RATTUS NORVEG 
ICUS (RAT).//Q03351 

F-NT2RM2002128//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN) .//O. 
0025: 139: 31//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) .//P17437 
F-NT2RM2002142//GASTRULATION SPECIFIC PROTEIN G12.//9.2e-20:42:73//BRACH 
YDANIO RERIO (ZEBRAFISH) (ZEBRA DANIO) .//P47805 

F-NT2RM2002145//GLUTENIN, HIGH MOLECULAR WEIGHT SUBUNIT 12 PRECURSOR. //O 
.0085:200:26//TRITICUM AESTIVUM (WHEAT) .//P08488 
_ F-NT2RM2002178//COLLAGEN ALPHA l(XII) CHAIN (FRAGMENTS) .//5.8e-05: 56: 39/ 
/BOS TAURUS (BOVINE). //P2550& 

F-NT2RM2002580//CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF 
-Y PROTEIN CHAIN B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN SUBUNIT B).//2 
.9e-14:96:37//PETR0MYZ0N MARINUS (SEA LAMPREY) .//P25210 
F-NT2RM4000024//DNA-DIRECTED RNA POLYMERASE III 128 KD POLYPEPTIDE (EC 2 
.7.7.6) (RNA POLYMERASE III SUBUNIT 2) .//8.6e-95:27l:67//DR0S0PHILA MELA 
NOGASTER (FRUIT FLY) . //P25167 

F-NT2RM4000027//INTERFERON-ACTIVATABLE PROTEIN 202 (IFI-202) .//O. 99:72:3 
1//MUS MUSCULUS (MOUSE) .//P15091 

F-NT2RM4000030//LAS1 PROTEIN. //I. 4e-14:184:32//SACCHAR0MYCES CEREVISIAE 
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(BAKER'S YEAST) .//P36146 

F-NT2RM4000046//COLLAGEN ALPHA l(III) CHAIN (FRAGMENT) .//O. 99: 120: 28//RA 

TTUS NORVEGICUS (RAT) . //P13941 

F-NT2RM4000061 

F-NT2RM4000085//ATP-DEPENDENT RNA HELICASE A (NUCLEAR DNA HELICASE II) ( 
NDH II) (DEAD BOX PROTEIN 9) (MHEL-5) .//8.5e-40:263:38//MUS MUSCULUS (MO 
USE).//070133 

F-NT2RM4000086//HYPOTHETICAL PROTEIN HI1497.//1.0:27:37//HAEMOPHILUS INF 

LUENZAE.//P44221 

® F-NT2RM4000104//ZINC FINGER PROTEIN 134.//1.0e-26:64:56//HOMO SAPIENS (H 
UMAN).//P52741 

F-NT2RM4000139//PREPR0TEIN TRANSLOCASE SECE SUBUNIT.//0.99:38:42//THERMO 
TOGA MARITIMA.//P35874 
• F-NT2RM4000155//THREONYL-TRNA SYNTHETASE, CYTOPLASMIC (EC 6.1.1.3) (THRE 
ONINE— TRNA LIGASE) (TERRS) .//6.3e-34: 181: 40//HOMO SAPIENS (HUMAN) .//P26 
639 

F-NT2RM4000156//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOP 

ROTEIN) .//4.6e-12:142:33//NIC0TIANA TABACUM (COMMON TOBACCO) .//P13983 
^ F-NT2RM4000167//KINESIN-LIKE PROTEIN KIF4.//3.4e-123:269:91//MUS MUSCULU 
S- (M0USE)-,7-/P33174 -■ : - - ■ 

F-NT2RM4000169//M PROTEIN, SEROTYPE 2.2 PRECURSOR. //9.7e-10: 229: 26//STRE 

PTOCOCCUS PYOGENES. //P50469 

F-NT2RM4000191//P68-LI KE PROTEI N . //2 . le-1 1 : 104 : 40//SACCHAR0MYCES CEREVI S 
lAE (BAKER'S YEAST). //P24783 

F-NT2RM4000197//CUTICLE PROTEIN CP463 (CPCP463) .//O. 84:29 :37//CANCER PAG 
URUS (ROCK CRAB) .//P81587 

F-NT2RM4000199//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: P 
EPTIDE P-D] (FRAGMENT). //I. 8e-06: 187: 34//H0M0 SAPIENS (HUMAN) .//P10162 
F-NT2RM4000200//HYPOTHETICAL 9.4 KD PROTEIN IN FLAL 3' REGION (ORF3).//0. 



2 3 2 1 



ailiE# 2002-3046780 



#2 000—183767 

52 : 42 : 40//BAC I LLUS L I CHEN I FORM I S . //P22754 

F-NT2RM4000202//COLLAGEN ALPHA l(VIII) CHAIN PRECURSOR (ENDOTHELIAL COLL 
AGEN).//0. 00044: 168 :32//0RYCT0LAGUS CUNICULUS (RABBIT) .//P14282 
F-NT2RM4000210//EXTENSIN PRECURSOR. //O. 27: 129: 27//DAUCUS CAROTA (CARROT) 
.//P06599 

F-NT2RM000215//MAK16 PROTEIN. //2.0e-65:234:52//SACCHAROMYCES CEREVISIAE 

(BAKER'S YEAST). //PI 0962 
F-NT2RM4000229//GAR2 PROTEIN. //O. 13:217:26//SCHIZ0SACCHAR0MYCES POMBE (F 
ISSION YEAST). //P41891 

F-NT2RM000233//TRANSMEMBRANE PROTEIN SEX PRECURSOR. //O. 047: 108 :30//HOMO 

SAP I ENS (HUMAN) . //P5 1805 
F-NT2RM4000244//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//O. 67:59:27/ 
/BALAENOPTERA PHYSALUS (FINBACK WHALE) (COMMON RORQUAL) . //P24947 
F-NT2RM4000251//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//O. 0059: 108:35//MU 
S MUSCULUS (MOUSE). //P05143 

F-NT2RM4000265//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//8. le-38:70:70// 
HOMO SAPIENS (HUMAN) . //P39188 

F-NT2RM4000290//TRANSDUCIN-LIKE ENHANCER PROTEIN 3 (ESG3) .//1.6e-115:209 
: 94//H0M0 SAPIENS (HUMAN) . //Qp4726 

F-NT2RM4000324//PRESPORE PROTEIN DP87 PRECURSOR. //0.14: 136:30//DrCTYOSTE 
LIUN DISCOIDEUM (SLIME MOLD) . //Q04503 

F-NT2RM4000327//HYPOTHETICAL 8.9 KD PROTEIN IN lEO-IEl INTERGENIC REGION 
.//0.9l:73:28//AUT0GRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV 
).//P41703 

F-NT2RM4000344//YME1 PROTEIN HOMOLOG (EC 3.4.24.-) .//9.4e-78:241 :55//CAE 
NORHABDITIS ELEGANS.//P54813 

F-NT2RM4000349//CYSTEINE STRING PROTEIN (CCCSl) .//0.055:22:59//TORPEDO C 
ALIFORNICA (PACIFIC ELECTRIC RAY) .//P56101 

F-NT2RM4000354//LETHAL(2)DENTICLELESS PROTEIN (DTL83 PROTEIN) .//4.6e-26: 
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208:35//DROS0PHILA MELANOGASTER (FRUIT FLY) . //Q24371 

F-NT2RM4000356//COAT PROTEIN. //0.11:105:36//SATELLITE TOBACCO MOSAIC VIR 
US (STMV).//P17574 

F-NT2RM4000366// I MMED I ATE-EARLY PROTEI N .111. 2e-05 : 215 : 24//HERPESV I RUS SA 
IMIRI (STRAIN 11).//Q01042 

F-NT2RM4000368//HYPOTHETICAL 7.3 KD PROTEIN IN RPBA-GP46 INTERGENIC REGI 
ON.//0.54:46:36//BACTERIOPHAGE RB69.//064300 . 

F-NT2RM4000386//RHSC PROTEIN PRECURSOR. //O. 0096: 162:29//ESCHERICH1A COLI 
.//P16918 

F-NT2RM4000395//HYPOTHETICAL 52.9 KD PROTEIN IN SAP155-YMR31 INTERGENIC 
REGION. //4.5e-66: 256 :53//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P436 
16 

F-NT2RM4000414//HYPOTHETICAL 6.0 KD PROTEIN IN THI12 5' REGION. //O. 13:33: 
48//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //P53820 

F-NT2RM4000421//MRNA TRANSPORT REGULATOR MTR10.//5.0e-13: 171:29//SACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST) . //Q99189 

F-NT2RM4000425//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//2.1e-25:46:80/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-NT2RM4000433//CUTICLE COLLAGEN 3A3.//2;5e-06:77:38//HAEMONCHUS CONTORT 
US./7P16253 

F-NT2RM4000457//HYPOTHETICAL 111.9 KD PROTEIN C22H10.03C IN CHROMOSOME I 
.//4.3e-09:215:22//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q10297 
F-NT2RM4000471//TRNA SPLICING PROTEIN SPLl.//6.7e-73:163:65//CANDIDA ALB 
ICANS (YEAST). //P87185 

F-NT2RM4000486//COLLAGEN ALPHA 2 (VI) CHAIN PRECURSOR. //O. 0012: 121 :34//GA 
LLUS GALLUS (CHICKEN) .//P15988 

F-NT2RM4000496//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7 
.6) (RNA POLYMERASE II SUBUNIT 1) .//5.9e-09:l75:35//SCHIZ0SACCHAROMYCES 
POMBE (FISSION YEAST) .//P36594 
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F-NT2RM4000511//SALIVARY GLUE PROTEIN SGS-3 PRECURSOR. //O. 020: 122: 31//DR 
OSOPHILA SIMULANS (FRUIT FLY) ,//P13729 

F-NT2RM4000514//ATP SYNTHASE A CHAIN (EC 3.6.1.34) (PROTEIN 6). //O. 46:68 
:32//ARTEMIA SANFRANCISCANA (BRINE SHRIMP) (ARTEMIA FRANCISCANA) .//Q3770 
8 

F-NT2RM4000515//GAR2 PROTEIN. //3.2e-05: 198: 27//SCHIZ0SACCHAR0MYCES POMBE 

(FISSION YEAST). //P41891 
F-NT2RM4000520//HYPOTHETICAL 7.5 KD PROTEIN (ORF 63) .//0.011:55:38//SPIN 
ACIA OLERACEA (SPINACH) . //P08974 

F-NT2RM4000531//ZINC FINGER PROTEIN 169 (FRAGMENT) .//3.6e-44: 244: 42//H0M 
0 SAPIENS (HUMAN). //Q14929 

F-NT2RM4000532//PUTATIVE MEMBRANE PROTEIN 53. //I. 0:47: 34/ /HERPESVIRUS SA 
IMIRI (STRAIN 11).//Q01049 

F-NT2RM400p534//HYP0THETICAL 5.9 KD PROTEIN IN WRBA-PUTA INTERGENIC REG I 
ON.//0.75:26:46//ESCHERICHIA COLI .//P56614 

F-NT2RM4000585//GAG POLYPROTEIN [CONTAINS: CORE PROTEIN P16; CORE PROTEI 
N P26] .//0.019:86:34//HUMAN IMMUNODEFICIENCY VIRUS TYPE 2 (ISOLATE SBLIS 
Y) (HIV-2).//P12450 

F-NT2RM4000590//RING CANAL PROTEIN (KELCH PROTEIN) .//5.0e-23: 224: 29//DR0 
SOFHILAMELANOGASTER (FRUIT FLY). //Q04652 ' - - . - 

F-NT2RM4000595//HYPOTHETICAL 54.9 KD PROTEIN C02F5.7 IN CHROMOSOME III./ 
/3 . 8e-62 : 226 : 50//CAEN0RHABDI T I S ELEGANS . //P34284 

F-NT2RM4000603//SRC SUBSTRATE CORTACTIN (AMPLAXIN) (EMSl ONCOGENE) . //O. 0 
77:132:22//H0M0 SAPIENS (HUMAN) .//Q14247 

F-NT2RM4600611//HYPOTHETICAL 40.4 KD TRP-ASP REPEATS CONTAINING PROTEIN 
C14B1.4 IN CHROMOSOME III .//1.9e-06:82:32//CAENORHABDITIS ELEGANS. //Q179 
63 

F-NT2RM4000616//ACETYL-COENZYME A SYNTHETASE (EC 6.2.1.1) (ACETATE— COA 
LIGASE) (ACYL- ACTIVATING ENZYME) .//5.3e-79:213:62//ESCHERICHIA COLI.//P 
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F-NT2RM4000674//HYPOTHETICAL SYMPORTER SLL1374.//1.3e-ll:147:32//SYNECH0 

CYSTIS SP. (STRAIN PCC 6803). //P74168 

F-NT2RM4000689 

F-NT2RM4000698//CH0RION CLASS HIGH-CYSTEINE HCA PROTEIN 12 PRECURSOR (HC 
-A.12).//0.26:45:33//BOMBYX MORI (SILK MOTH) . //P05687 

F-NT2RM4000700//THIOPHENE AND FURAN OXIDATION PROTEIN THDF.//0.95:165:25 
//BORRELIA BURGDORFERI (LYME DISEASE SPIROCHETE) .//P53364 
F-NT2RM4000712//PROBABLE UBIQUITIN CARBOXYL-TERMINAL HYDROLASE R10E11.3 
(EC 3.1.2.15) (UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING P 
ROTEASE) (DEUBIQUITINATING ENZYME) .//2.2e-82: 152:63/ /CAENORHABDITIS ELEG 
ANS.//P34547 

F-NT2RM4000717//SALIVARY GLUE PROTEIN SGS-3 PRECURSOR. //O. 80: 54 :40//DR0S 
OPHILA SIMULANS (FRUIT FLY) .//P13729 

F-NT2RM4000733//OCTAPEPT I DE-REPEAT PROTEIN T2.//1.5e-08: 139:28//MUS MUSC 
ULUS (MOUSE). //Q06666 

F-NT2RM4000734//GASTRULA ZINC FINGER PROTEIN XLCGF26.1 (FRAGMENT) . //7.2e 
-20:205:28//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) .//P18715 
F-NT2RM4000741//SPERM PROTAMINE P1.//0.89:52:38//ISOODON MACROURUS (SHOR 

T-NOSED BANDICOOT). //P42136 " 

F-NT2RM4000751//ZINC FINGER PROTEIN 26 (ZFP-26) (MKR3 PROTEIN) (FRAGMENT 
).//5.2e-77:246:52//MUS MUSCULUS (MOUSE) .//P10076 

F-NT2RM4000764//KERATIN, GLYCINE/TYROSINE-RICH OF HAIR.//0.062:33:42//OV 

IS ARIES (SHEEP). //Q02958 

F-NT2RM4000778 

F-NT2RM4000779//SULFATED SURFACE GLYCOPROTEIN 185 (SSG 185) . 7/0.014:53:4 
5//V0LV0X CARTER I. //P2 1997 

F-NT2RM4000787//BONE MORPHOGENETIC PROTEIN 1 PRECURSOR (EC 3.4.24.-) (BM 
P-1).//0.00011:73:39//MUS MUSCULUS (MOUSE) .//P98063 
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F-NT2RM4000790//SPORE COAT PROTEIN SP96.//0.00083:157:29//DICTYOSTELIUM 
DISCOIDEUM (SLIME MOLD) . //P14328 

F-NT2RM4000795//CHOLINESTERASE PRECURSOR (EC 3.1.1.8) (ACYLCHOLINE ACYLH 
YDROLASE) (CHOLINE ESTERASE II) (BUTYRYLCHOLINE ESTERASE) (PSEUDOCHOLINE 
STERASE).//7.4e-41:271:36//H0M0 SAPIENS (HUMAN) .//P06276 
F-NT2RM4000796//5-METHYLCYTOSINE-SPECIFIC RESTRICTION ENZYME B (EC 3.1.2 
1 . -) . //O . 28 : 82 : 30//ESCHER I CH I A COL I . //P15005 

F-NT2RM4000798//PROTEIN TRANSPORT PROTEIN SEC7.//4.7e-38:165:48//SACCHAR 

OMYCES CEREVISIAE (BAKER'S YEAST) .//PI 1075 

F-NT2RM4000813/./METALLOTHIONEIN-IB.//0.0025:25:44//OVIS ARIES (SHEEP) .// 
P09577 

F-NT2RM4000820 

F-NT2RM4000833//HYPOTHETICAL PROTEIN MJ1136 . //6 . 5e-42 : 206 : 41//METHAN0C0C 
CUS JANNASCHI I . //Q58536 

F-NT2RM4000848//BRAIN-SPECIFIC HOMEOBOX/POU DOMAIN PROTEIN 3A (BRN-3A) ( 
BRN-3.0).//0. 00060: 159 :33//MUS MUSCULUS (MOUSE) .//P17208 
F-NT2RM4000852//SMALL PROLINE-RICH PROTEIN 2B (SPR-2B) .//0.0076: 13:69//H 
OMO SAPIENS (HUMAN). //P35325 
^ F-NT2RM4000855//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!! !//0. 0060:68:44// 
HOMO SAPIENS (HUMAN). //P391 94 

F-NT2RM4000887//RTS1 PROTEIN (SCSI PROTEIN) .//O. 23: 153:24//SACCHAR0MYCES 

CEREVISIAE (BAKER'S YEAST). //P38903 
F-NT2RM4000895//HYPOTHETICAL 53.5 KD PROTEIN IN PH02-P0L3 INTERGENIC REG 
ION.//3.3e-09:80:46//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) ://P43123 
F-NT2RM4000950//HYPOTHETICAL PROTEIN MJ0572.//0.090:68:29//METHANOCOCCUS 

JANNASCHI I. //Q57992 
F-NT2RM4000971//KINESIN LIGHT CHAIN (KLC) .//0.79:201:24//LOLIGO PEALEII 
(LONGFIN SQUID).//P46825 

F-NT2RM4000979//MYOSIN REGULATORY LIGHT CHAIN 2, NONSARCOMERIC (MYOSIN R 
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LC) .//1.2e-07:25:96//HOMO SAPIENS (HUMAN) . //P19105 

F-NT2RM4000996//ZINC FINGER PROTEIN 37 (ZFP-37) (MALE GERM CELL SPECIFIC 

ZINC FINGER PROTEIN) .//I. 4e-56: 253: 46//MUS MUSCULUS (MOUSE) .//P17141 
F-NT2RM4001002 

F-NT2RM4001016//GAG POLYPROTEIN [CONTAINS: CORE PROTEIN P15; INNER COAT 
PROTEIN P12; CORE SHELL PROTEIN P30] .//0.25:101:31//FBR MURINE OSTEOSARC 
OMA VIRUS. //P29175 

F-NT2RM4001032//CUTICLE COLLAGEN 2. //2.6e-07: 130:39/ /CAENORHABDITIS ELEG 
ANS.//P17656 

F-NT2RM4001047//M025 PROTEIN. //5.6e-107: 252 :80//MUS MUSCULUS (MOUSE). //Q 
06138 ' 

F-NT2RM4001054//PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT.//9.0e-109 

:209:94//CANIS FAMILIARIS (DOG) .//P38377 

F-NT2RM4001084//HYPOTHETICAL TRANSCRIPTIONAL REGULATOR IN UXUR-IADA INTE 
RGENIC REGION. //0.57:95:30//ESCHERICHIA C0LI.//P39376 

F-NT2RM4001092//HYPOTHETICAL 127.4 KD PROTEIN F07F6.4 IN CHROMOSOME III. 

//2.5e-47:231:47//CAEN0RHABDITIS ELEGANS. //Q09531 

F-NT2RM4001116//HYP0THETICAL 216.3 KD PROTEIN R06F6.8 IN CHROMOSOME II./ 
/ 1 . 3e-08 : 243 : 23//CAEN0RHABD I T I S ELEGANS . / /Q094 17 

F-NT2RM4b01140//HOMEOBOX PROTEIN MSH-D.//7.1e-13:103:3S//BRACHYDANrO RER 
10 (ZEBRAFISH) (ZEBRA DANIO) .//Q01704 

F-NT2RM4001151//SYNAPSINS lA AND IB (BRAIN PROTEIN 4. 1) .//0.26:96:34//H0 
MO SAPIENS (HUMAN). //P17600 

F-NT2RM4001155//ADRENAL MEDULLA 50 KD PROTEIN. //3.6e-103: 201 :91//B0S TAU 
RUS (BOVINE). //Q27969 

F-NT2RM4001160//GLUTATHIONE S-TRANSFERASE (EC 2.5.1.18) (CLASS-PHI) (FRA 
GMENTS).//1.0:33:36//BRASSICA OLERACEA (CAULIFLOWER) .//P48438 
F-NT2RM4001187//PREPR0TEIN TRANSLOCASE SECA SUBUNIT.//0.44:158:27//MYCOP 
LASMA GENITALIUM.//P47318 
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F-NT2RM4001191//LONG NEUROTOXIN 2 (TOXIN C) .//0.99:44:43//ASTR0TIA STOKE 
SI (STOKES'S SEA SNAKE) (DISTEIRA STOKESI) .//P01381 

F-NT2RM4001200//ZINC FINGER PROTEIN 135.//2.2e-82:245:59//H0MO SAPIENS ( 
HUMAN). //P52742 

F-NT2RM4001203//HYP0THETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC R 
EGION.//0.028:94:40//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P53214 
F-NT2RM4001204//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66) .//O. 
0096: 182 :34//H0M0 SAPIENS (HUMAN) . //Q15428 

F-NT2RM4001217//RING CANAL PROTEIN (KELCH PROTEIN) .//2.1e-2l: 221: 29//DR0 
SOPH I LA MELANOGASTER (FRUIT FLY) . //Q04652 

F-Nt2RM4001256//CBP3 PROTEIN PRECURSOR. //O. 30: 55 :32//SACCHAR0MYCES CEREV 
ISIAE (BAKER'S YEAST) .//P21560 

F-NT2RM4001258//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556.//0.00 
031 : 132 : 39//STREPT0MYCES FRAD I AE . //P20186 

F-NT2RM4001309//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONE CP7) [CON 
TAINS: BASIC PEPTIDE P-F] (FRAGMENT) .//O. 048: 132: 28//H0M0 SAPIENS (HUMAN 
).//P02812 

F-NT2RM4001313//PHOSPHATIDYLINOSITOL 3-KINASE VPS34-LIKE (EC 2.7.1.137) 
(PI3-KINASE) (PTDINS-3-KINASE) (PI3K) .//2.6e-37: 124:65//DICTY0STELIUM DI 
SCOIDEUM" (SLIME MOLD). //P54676~ 

F-NT2RM4001316//ACYL-COA DEHYDROGENASE, MEDIUM-CHAIN SPECIFIC PRECURSOR 
(EC 1.3.99.3) (MCAD).//1.7e-10:185:30//RATTUS NORVEGICUS (RAT) . //P08503 
F-NT2RM4001320//PUTATIVE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTOR (RHO 
/RAC GEF) (FACIOGENITAL DYSPLASIA PROTEIN HOMOLOG) .//1.5e-08: 197:26//MUS 

MUSCULUS (MOUSE). //P52734 
F-NT2RM4001340//UTR4 PROTEIN (UNKNOWN TRANSCRIPT 4 PROTEIN) .//7.7e-14: 82 
:36//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P32626 
F-NT2RM4001344//HYPOTHETICAL GTP-BINDING PROTEIN IN P0P2-H0L1 INTERGENIC 

REGION. //3.3e-16:128:35//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //P53 



2 3 2 8 



ai£E# 2002-3046780 



4t2 000-183767 



742 

F-NT2RM4001347//HYPOTHETICAL 76.9 KD PROTEIN IN RPM2-TUB1 INTERGENIC REG 
ION. //O. 067:1 11 :33//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//Q045 11 
F-NT2RM4001371 

F-NT2RM4001382//HISTIDINE-RICH GLYCOPROTEIN PRECURSOR. //l.Oe-08: 82 :39//P 

LASMODIUM L0PHURAE.//P04929 

F-NT2RM001384 

F-NT2RM4001410//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. //2. le-08: 185: 

31//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P32323 

F-NT2RM4001411//EARLY NODULIN 20 PRECURSOR (N-20) .//5.3e-05: 105:38//MEDI 
CAGO TRUNCATULA (BARREL MEDIC) .//P93329 

F-NT2RM4001412//GTPASE-ACTIVATING PROTEIN (GAP) (RAS P21 PROTEIN ACTIVAT 
OR) (P120GAP) (RASGAP).//6.2e-17:109:41//RATTUS NORVEGICUS (RAT) . //P5090 
4 

F-NT2RM4001414//ZINC FINGER PROTEIN 177.//8.3e-06:54:50//HOMO SAPIENS (H 
UMAN).//Q13360 

F-NT2RM4001437// ! ! ! ! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//2. le-24:87:65/ 
/HOMO SAPIENS (HUMAN) .//P39192 

F-NT2RM4001444//PR0BABLE ISOLEUCYL-TRNA SYNTHETASE (EC 6.1.1.5) (ISOLEUC 
"INE— TRNA LIC-ASE) (ILERS) (FRAGMENT) .//2.6e-45: 197:47/ /CIONA INTESTINALI 
S.//Q94425 

F-NT2RM4001454//HYPOTHETICAL PROTEIN KIAA0041 (FRAGMENT) .//O. 0060: 95: 29/ 
/HOMO SAPIENS (HUMAN) .//Q15057 

F-NT2RM4001455//PROBABLE E5B PROTEIN. //0.41:44:36//HUMAN PAPILLOMAVIRUS 
TYPE 6B.//P06461 

F-NT2RM4001483//ZINC FINGER PROTEIN 136.//1.7e-28:85:64//H0M0 SAPIENS (H 
UMAN).//P52737 

F-NT2RM4001489//PTB-ASSOCIATED SPLICING FACTOR (PSF) .//0.086:111:34//H0M 
0 SAPIENS (HUMAN). //P23246 
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F-NT2RM4001519//ACID UREASE ALPHA SUBUNIT (EC 3.5.1.5) (UREA AMIDOHYDROL 
ASE) . 7/0.82:51 :47//LACT0BACILLUS FERMENTUM.//P26929 

F-NT2RM4001522//TROPOMYOSIN.//0.030: 117:23//SCHIZ0SACCHAR0MYCES POMBE (F 
I SSI ON YEAST). //Q02088 
F-NT2RM4001557 ' 

F-NT2RM4001565//HYPOTHETICAL 44.3 KD PROTEIN CI F7.07C IN CHROMOSOME I.// 
0.99:42:40//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q09919 
F-NT2RM4001566//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-AL 
PHA- GLUCOS I DASE) ( 1 , 4-ALPHA-D-GLUCAN GLUCOHYDROLASE) . // 0 . 054 : 1 90 : 23// SA 
CCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P08640 

F-NT2RM4001569//GUANINE NUCLEOT I DE-BINDING PROTEIN BETA SUBUNIT-LIKE PRO 
TEIN (ACTIVATED PROTEIN KINASE C RECEPTOR HOMOLOG) .//O. 72:64 :31//TRYPAN0 
SOMA BRUCEI BRUCEI .//Q94775 
F-NT2RM4001582 

F-NT2RM4001592//DNA REPAIR PROTEIN RAD9.//0. 00037: 198:31//SACCHAR0MYCES 
CEREVISIAE (BAKER'S YEAST) .//P14737 

F-NT2RM400 1594// I MMED I ATE-EARLY PROTEI N I E180 . // 1 . 9e-05 : 147 : 34//PSEUD0RA 
BIES VIRUS (STRAIN KAPLAN) (PRV) .//P33479 

F-NT2RM4001597//THIOL: DISULFIDE INTERCHANGE PROTEIN TLPA (CYTOCHROME C B 

lOGENESrS PROTEIN TLP.A") .V/5.7e-06: 122 : 29//BRADYRHrZ0BrHM JAPONICUM- //P43' " 

221 

F-NT2RM4001605//NUCLEAR PORE COMPLEX PROTEIN NUP155 (NUCLEOPORIN NUP155) 
(155 KD NUCLEOPORIN) (P140) .//1.7e-128:249:96//RATTUS NORVEGICUS (RAT). 
//P37199 

F-NT2RM4001611//SIS2 PROTEIN (HALOTOLERANCE PROTEIN HAL3) .//1.5e-35:128: 
47//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P36024 

F-NT2RM4001629//MAGUK P55 SUBFAMILY MEMBER 3 (MPP3 PROTEIN) (DISCS, LARG 
E HOMOLOG 3).//5.8e-42:254:37//H0M0 SAPIENS (HUMAN) .//Q13368 
F-NT2RM4001650//HOMEOBOX PROTEIN H0X-A4 (CHOX-1 .4) .//0.62: 19:57//GALLUS 
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GALLUS (CHICKEN). //P17277 

F-NT2RM4001662//PROTEIN KINASE C, ALPHA TYPE (EC 2.7.1.-) (PKC-ALPHA) .// 
0.29:90:32//HOMO SAPIENS (HUMAN) .//P17252 

F-NT2RM4001666//HYPOTHETICAL 48.6 KD PROTEIN IN ALPA-GABP INTERGENIC REG 
ION. //I . le-31 : 137:44//ESCHERICHIA COLI . //P37339 

F-NT2RM4001682//PROBABLE 60S RIBOSOMAL PROTEIN L22.//0.98:55:29//CAEN0RH 
ABDITIS ELEGANS.//P52819 

F-NT2RM4001710//HYPOTHETICAL PROTEIN KIAA0039 (FRAGMENT) .//O. 56: 113:28// 

HOMO SAPIENS (HUMAN) . //Q15054 

F-NT2RM4001714//SEPTIN 2 HOMOLOG (FRAGMENT) .//I .4e-108: 255: 77//H0M0 SAPI 
ENS (HUMAN). //Q14141 

F-NT2RM4001715//HYPOTHETICAL PROTEIN C19G10.16 IN CHROMOSOME I (FRAGMENT 
).//2.1e-36:148:38//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q10342 
F-NT2RM4001731//HYPOTHETICAL 54.9 KD PROTEIN C02F5.7 IN CHROMOSOME III./ 
/I . le-05 : 90 : 33//CAEN0RHABDITIS ELEGANS . //P34284 

F-NT2RM4001741//TALIN.//l.le-106:208:99//MUS MUSCULUS (MOUSE) . //P26039 
F-NT2RM4001746//EBNA-1 NUCLEAR PROTEIN. //I .6e-09: 155:38//EPSTEIN-BARR VI 
RUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03211 

F-NT2RM4001754//COLLAGEN ALPHA 5(IV) CHAIN PRECURSOR. //O. 93: 158:33//H0M0 

SAPIENS (HUMAN) . //P29400 

F-NT2RM4001758//PUTATIVE SERINE/THREONINE-PROTEIN KINASE P78 (EC 2.7.1. - 
).//5.1e-113:277:79//H0M0 SAPIENS (HUMAN) .//P27448 

F-NT2RM4001776//MYOSIN I ALPHA (MMI-ALPHA) .//2.2e-73:262:54//MUS MUSCULU 
S (MOUSE). //P46735 

F-NT2RM4001783//ZINC FINGER PROTEIN HRX (ALL-l) (FRAGMENT) .//5.3e-26: 169 
:39//MUS MUSCULUS (MOUSE) .//P55200 

F-NT2RM4001810//MALE SPECIFIC SPERM PROTEIN MST84DB.//2.3e-05:68:42//DRO 
SOPH I LA MELANOGASTER (FRUIT FLY) .//QO 1643 

F-NT2RM4001813//RHODOCETIN ALPHA SUBUNIT.//2.3e-05: 115:34//AGKISTR0D0N R 
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HODOSTOMA (MALAYAN PIT VIPER) (CALLOSELASMA RHODOSTOMA) . //P81397 
F-NT2RI14001819//CELL SURFACE GLYCOPROTEIN EMRl PRECURSOR (EMRl HORMONE R 
ECEPTOR) (CELL SURFACE GLYCOPROTEIN F4/80) .//1.7e-06: 159:25//MUS MUSCULU 
S (MOUSE). //Q61549 

F-NT2RM4001823//ZINC FINGER PROTEIN ZICl (ZINC FINGER PROTEIN OF THE CER 
EBELLUM l).//2.6e-18:114:40//MUS MUSCULUS (MOUSE) . //P46684 
F-NT2RM4001828//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//4.0e 
-81:253:59//H0M0 SAPIENS (HUMAN) .//P51523 

F-NT2RM4001836//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT) .//O. 21: 1 
^ 76:30//NEPHILA CLAVIPES (ORB SPIDER) ,//P46804 

F-NT2RM4001841//PROLINE-RICH PEPTIDE P-B.//0.046:27:40//HOMO SAPIENS (HU 
MAN).//P02814 

F-NT2RM4001842//HYPOTHETICAL 7.0 KD PROTEIN B03B8.1 IN CHROMOSOME III.// 
0 . 98 : 35 : 42//CAEN0RHABD I T I S ELEGANS . //Ql 1 104 

F-NT2RM4001856//HYPOTHETICAL 75.2 KD PROTEIN IN ACS1-GCV3 INTERGENIC REG 
I0N.//2.3e-37:242:37//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P39722 
F-NT2RM4001858//T-BOX PROTEIN VEGT (T-BOX PROTEIN BRAT) (T-BOX PROTEIN A 
NTIP0DEAN).//1.8e-23:78:64//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) . //P8737 

F-NT2RM4001865//NEURONAL CALCIUM SENSOR 2 (NCS-2) .//0.012:83:28//CAENORH 
ABDITIS ELEGANS. //P36609 

F-NT2RM4001876//HYPOTHETICAL 118.4 KD PROTEIN IN BAT2-DAL5 INTERGENIC RE 
GION PRECURSOR. //3.8e-10:242:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST 
).//P47179 

F-NT2RM4001880//EC PROTEIN HOMOL0G.//0.22:59:32//ARABIDOPSIS THALIANA (M 
OUSE-EAR CRESS). //P93746 

F-NT2RM4001905//60S RIBOSOMAL PROTEIN L40 (CEP52) .//O. 57:20 :60//HOMO SAP 
lENS (HUMAN), RATTUS NORVEGICUS (RAT), AND GALLUS GALLUS (CHICKEN) .//P14 
793 
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F-NT2RM4P01922 

F-NT2RM4001930//PUTATIVE GLUCOSYLTRANSFERASE C08B11.8 (EC 2.4. 1.-) .//SiS 
e-45:167:53//CAEN0RHABDITIS ELEGANS.//Q09226 

F-NT2RM4001938//RTOA PROTEIN (RATIO-A) .//O. 0036: 120: 32//DICTY0STELIUM DI 
SCOIDEUM (SLIME MOLD) .//P54681 

F-NT2RM4001940//IROQUOIS-CLASS HOMEODOMAIN PROTEIN IRX-1 (FRAGMENT) .//O. 
32:31:48//H0M0 SAPIENS (HUMAN) . //P78415 

F-NT2RM4001953//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//2.2e-43:56:85/ 
/HOMO SAPIENS (HUMAN) . //P39192 
^ F-NT2RM4001965//IG ALPHA-1 CHAIN C REGION.//0.56:73:34//GORILLA GORILLA 
GORILLA (LOWLAND GORILLA) .//P20758 

F-NT2RM4001969//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3, CP4 
AND CPS) [CONTAINS: BASIC PEPTIDE IB-6; PEPTIDE P-H] .//0. 0016: 140: 27//H 
OMO SAPIENS (HUMAN). //P04280 

F-NT2RM4001979//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//3.9e 
-21:103:51//HOMO SAPIENS (HUMAN) .//P51523 

F-NT2RM4001984//HYPOTHETICAL PROTEIN LAMBDA-SP5.//0.0034:50:40//MUS MUSC 
ULUS (MOUSE). //P15974 
_ F-NT2RM4001987// IRREGULAR CHIASM C-ROUGHEST PROTEIN PRECURSOR (IRREC PRO 
TEI N) . / /6 . 9e-17 : 1 15 :-3i //DROSOPHI L A MELANGGASTER- (FRUI T FLY) . //Q0818G 
F-NT2RM4002013//HYPOTHETICAL 54.5 KD TRP-ASP REPEATS CONTAINING PROTEIN 
ZC302.2 IN CHROMOSOME V.//0.0062: 117:28//CAEN0RHABDITIS ELEGANS.//Q23256 
F-NT2RM4002018//SPORE COAT PROTEIN SP96.//4.3e-06:203:28//DICTY0STELIUM 
DISCOIDEUM (SLIME MOLD) .//P14328 

F-NT2RM4002034//RHO-GAP HEMATOPOIETIC PROTEIN CI (P115) (KIAA0131) .//0.7 
8:132:25//H0M0 SAPIENS (HUMAN) .//P98171 

F-NT2RM4002044//VITELL0GENIN I PRECURSOR (MINOR VITELLOGENIN) [CONTAINS: 
LIPOVITELLIN I (LVI); PHOSVITIN (PV) ; LIPOVITELLIN II (LVII); YGP42] .// 
0 . 062 : 201 : 24//GALLUS CALLUS (CHICKEN) . //P87498 
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F-NT2RM4002054//DUPLICATE PROCYCLIN.//0.0079:44:52//TRYPANOSOMA BRUCEI B 
RUCEI.//P14044 

F-NT2RM4002055//PUTATIVE Z PROTEIN. //0.82:39:30//0VIS ARIES (SHEEP). //PO 
8105 

F-NT2RM4002062//ASPARTYL-TRNA SYNTHETASE (EC 6.1.1.12) (ASPARTATE— TRNA 
LIGASE) (ASPRS).//.7,0e-37:80:52//THERMUS AQUATICUS (SUBSP. THERMOPHILUS) 
.//P36419 

F-NT2RM4002063/7SARCOSINE OXIDASE (EC 1.5.3.1) .//2.2e-25:218:31//BACILLU 

S SP. (STRAIN NS-129).//P23342 

F-NT2RM4002066//HYPOTHETICAL PROTEIN .KIAA0192 (FRAGMENT) .// 1.1 e-94: 260: 7 
1//H0M0 SAPIENS (HUMAN) . //Q93074 

F-NT2RM4002067// ! ! !! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.5e-15:51:70// 

HOMO SAPIENS (HUMAN). //P39188 

F-NT2RM4002073//ELASTIN PRECURSOR (TROPOELASTIN) .//4.9e-05:88:36//HOMO S 
APIENS (HUMAN) . //P15502 

F-NT2RM4002075//RING CANAL PROTEIN (KELCH PROTEIN) .//7.2e-43:220:41//DR0 

SOPHILA MELANOGASTER (FRUIT FLY) . //Q04652 

F-NT2RM4002093//POLYPYRIMIDINE TRACT-BINDING PROTEIN (PTB) (HETEROGENEOU 
S NUCLEAR RIBONUCLEOPROTEIN I) (HNRNP I) (57 KD RNA-BINDING PROTEIN PPTB 
-1) . Ill . 8e-93: 25.5 :72//H0M0 SAPIENS (HUMAN) . //P26599 - 
F-NT2RM4002109//KINESIN-LIKE PROTEIN KIF4.//3.7e-101:260:78//MUS MUSCULU 
S (MOUSE). //P33174 

F-NT2RM4002128//HYP0THETICAL PROTEIN IN CYCB 3' REGION PRECURSOR (0RF2) ( 
FRAGMENT). //O. 91: 49 :32//PARAC0CCUS DENITRIFICANS.//P29969 
F-NT2RM4002140//GROUCHO PROTEIN (ENHANCER OF SPLIT M9/10) .//O. 36:104:22/ 
/DROSOPHILA MELANOGASTER (FRUIT FLY) .//P16371 

F-NT2RM4002145//SLIT PROTEIN PRECURSOR. //8.6e-13:127:33//DR0S0PHILA MELA 
NOGASTER (FRUIT FLY) .//P24014 

F-NT2RM4002146//MAGO NASHI PROTEIN. //7. 9e-69: 143:91//DR0S0PHILA MELANOGA 
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STER (FRUIT FLY) . //P49028 

F-NT2RM4002 161 //DUAL SPECIFICITY PROTEIN PHOSPHATASE (EC 3.1.3.48) (EC 3 
. 1 .3. 18) . //O . 0062 : 99: 26//CHLAMYD0M0NAS EUGAMETOS. //Q39491 
F-NT2RM4002174//MRP PROTEIN. //4.5e-50:183:55//ESCHERICHIA COLI .//P21590 
F-NT2RM4002189//MUCIN 2 PRECURSOR (INTESTINAL MUCIN 2) .//2.6e-14:233:29/ 
/HOMO SAPIENS (HUMAN) .//Q02817 

F-NT2RM4002194//TRANSMEMBRANE PROTEIN SEX PRECURSOR. //O. 92:1 08 :28//H0M0 
SAPIENS (HUMAN). //P51805 

F-NT2RM4002205//ELONGATION FACTOR G, MITOCHONDRIAL PRECURSOR (MEF-G).//5 
.8e-39:122:72//RATTUS NORVEGICUS (RAT) . //Q07803 

F-NT2RM4002213//HYPOTHETICAL 88.4 KD PROTEIN B0464.7 IN CHROMOSOME III./ 
/9.9e-27:110:43//CAENORHABDITIS ELEGANS.//Q03565 

F-NT2RM4002226//GTPASE ACTIVATING PROTEIN ROTUND. //I .3e-21 :147:41//DR0S0 
PHILA MELANOGASTER (FRUIT FLY) .//P40809 

F-NT2RM4002251 //PROTEIN EF-7 (FRAGMENT) .7/0. 00082: 45: 42//MUS MUSCULUS (M 
0USE).//P97805 

F-NT2RM4002256//COLD-REGULATED PROTEIN 1 (FRAGMENT) .//O. 00015: 114:42//H0 
RDEUM VULGARE (BARLEY) .//P23251 

F-NT2RM4002266//CUTICLE COLLAGEN 2. //O. 00013: 142:33/ /CAENORHABDITIS ELEG 
ANS.//P17656 - 

F-NT2RM4002278//HYPOTHETICAL 22.2 KD PROTEIN IN NSR1-TIF4631 INTERGENIC 
REGION. //I. 0:40:52//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P53288 
F-NT2RM4002281 

F-NT2RM4002287//GAR2 PROTEIN. //0.00055:225:23//SCHIZOSACCHAROMYCES POMBE 

(FISSION YEAST). //P41891 
F-NT2RM4002294//HYPOTHETICAL PROTEIN KIAA0281 (HA6725) .//I.le-60:152:75/ 
/HOMO SAPIENS (HUMAN) . //Q92556 

F-NT2RM4002301//GENERAL STRESS PROTEIN CTC (FRAGMENT) .//0.56:43:39//BACI 
LLUS CALDOLYT I CUS . //P42832 



2 3 3 5 



2002-3046780 



4#2000 — 183767 

F-NT2RM4002323//NONHISTONE CHROMOSOMAL PROTEIN HMG-17. 7/0.0080:73 :35//B0 
S TAURUS (BOVINE). //P02313 

F-NT2RM4002339//METALLOTHIONEIN lO-III (MT-IO-III) .//0.67:34:38//MYTILUS 

EDULIS (BLUE MUSSEL) .//P80248 
F-NT2RM4002344//METALLOTHIONEIN-I (MT-I) .//0.84:41:31//MUS MUSCULUS (MOU 
SE).//P02802 

F-NT2RM4002373//GLUTENIN, HIGH MOLECULAR WEIGHT SUBUNIT DYIO PRECURSOR./ 
/0.0019;190:28//TRITICUM AESTIVUM (WHEAT) .//PI 0387 

F-NT2RM4002374//5E5 ANTIGEN. //0.0059:170:32//RATTUS NORVEGICUS (RAT).//Q 
63003 

F-NT2RM4002383//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//0.13:17:88//HO 
MO SAPIENS (HUMAN). //P39193 

F-NT2RM4002390 . 

F-NT2R{I4002398//HNRNP ARGININE N-METHYLTRANSFERASE (EC 2.1.1.-) (ODPl PR 
OTEIN).//0.034:110:27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P38074 
F-NT2RM4002409//ACETYL-COENZYME A SYNTHETASE (EC 6.2.1.1) (ACETATE— COA 
LIGASE) (ACYL- ACTIVATING ENZYME) .//4.0e-20:179:31//METHANOTHRIX SOEHNGE 
NII.//P27095 

F-NT2RM4002438//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//1.7e-15:41:95/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-NT2RM4002446//CRYPTD IN-RELATED PROTEIN 4C-1 PRECURSOR (CRS4C) .//0.0058 
:24:50//MUS MUSCULUS (MOUSE) ..//P17534 

F-NT2RM4002452//METALLOTHIONEIN 10-11 (MT-IO-II) .//0.83:48:37//MYTILUS E 
DULIS (BLUE MUSSEL). //P80247 

F-NT2RM4002457// ! ! ! ! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//4.9e-07:52:63/ 
/HOMO SAPIENS (HUMAN) .//P39192 

F-NT2RM4002460//C-H0RDEIN (CLONE PC-919) (FRAGMENT) .//O. 92:43 :30//HORDEU 
M VULGARE (BARLEY) . //P17992 

F-NT2RM4002479//RNA HELICASE-LIKE PROTEIN DB10.//1.7e-28:200:41//NICOTIA 
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NA SYLVESTRIS (WOOD TOBACCO) . //P46942 

F-NT2RM4002482//HYP0THETICAL 65.9 KD PROTEIN YPR065W.//8.8e-26: 123:49//S 
ACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//Q12514 

F-NT2RM4002493//LARVAL CUTICLE PROTEIN I PRECURSOR. //O. 17: 126 :27//DR0S0P 

HILA MIRANDA (FRUIT FLY) . //P91627 

F-NT2RM4002499// ! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//9.4e-34;92:80/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-NT2RM4002504//!!!! ALU SUBFAMILY SB WARNING ENTRY !!! !//3. 46-19:55:83/ 
/HOMO SAPIENS (HUMAN) .//P39189 

F-NT2RM4002527//WD-40 REPEAT PROTEIN MSI2.//3.0e-07:193:27//ARABIDOPSIS 
THALIANA (MOUSE-EAR CRESS). //022468 

F-NT2RM4002532//AER0LYSIN REGULATORY PROTEIN. //O. 97: 19:47//AER0M0NAS SOB 
RIA.//P09165 

F-NT2RM4002534//MIT0CHONDRIAL 60S RIBOSOMAL PROTEIN L32 PRECURSOR (YML32 . 
).//0.76:86:22//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P25348 
F-NT2RM4002558//LONG-CHAIN FATTY ACID TRANSPORT PROTEIN (FATP) .//4.2e-55 
:204:50//MUS MUSCULUS (MOUSE) . //Q60714 

F-NT2RM4002565//CHYMOTRYPSIN/ELASTASE ISOINHIBITORS 2 TO 5. //I. 0: 16:62// 
ASCARIS SUUM (PIG ROUNDWORM) (ASCARIS LUMBRICOIDES) .//P07852 
F-NT2RM4002567//HYP0THETICAL 74.0 KD PROTEIN IN CAJ1-H0M3 INTERGENIC REG 
ION.//2.7e-10:184:29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P40032 
F-NT2RM4002571//P0LYPEPTIDE N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1. 
41) (PROTEIN- UDP ACETYLGALACTOSAMINYLTRANSFERASE) (UDP-GALNAC:POLYPEPTI 
DE, N- ACETYLGALACTOSAMINYLTRANSFERASE) (GALNAC-Tl) .//2.4e-25:124:47//H0 
MO SAPIENS (HUMAN). //Q10472 

F-NT2RM4002593//HYPOTHETICAL 9.1 KD PROTEIN IN TETB-EXOA INTERGENIC REGI 
ON . //O . 95 : 36 : 38//BAC ILLUS SUBT I L I S . //P37509 

F-NT2RM4002594//MSP1 PROTEIN HOMOLOG.//9.0e-68:227:60//CAENORHABDITIS EL 
EGANS.//P54815 



2 3 3 7 



mii^t 2002-3046 7 80 



#2 000—183767 



F-NT2RM4002623//ASPARTYL-TRNA SYNTHETASE (EC 6.1.1.12) (ASPARTATE— TRNA 
LIGASE) (ASPRS).//3.3e-54:243:47//SYNECH0CYSTIS SP. (STRAIN PCC 6803).// 
P73851 

F-NT2RP1000018//SUPPRESSOR PROTEIN SRP40.//0. 0023: 131 :25//SACCHAR0MYCES 

CEREVISIAE (BAKER'S YEAST) . //P32583 

F-NT2RP1000035//RING CANAL PROTEIN (KELCH PROTEIN) .//I. Oe-06: 63: 34//DR0S 
OPHILA MELANOGASTER (FRUIT FLY) .//Q04652 

F-NT2RP1000040//LETHAL NEUROTOXIN TX1.//0.69:21:47//PHONEUTRIA NIGRIVENT 
ER (BRAZILIAN ARMED SPIDER) . //P17727 

F-NT2RP1000063//HYPOTHETICAL 25.1 KD PROTEIN IN SMC3-MRPL8 INTERGENIC RE 
GION.//3.8e-14:130:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P40359 
F-NT2RP1000086//HYPOTHETICAL 9.4 KD PROTEIN IN RNPA-THDF INTERGENIC REGI 
ON. //O. 16:44: 40//ESCHERICHIA COLI . //P22847 

F-NT2RP1000101//45.8 KD PROTEIN IN SHM1-MRPL37 INTERGENIC REGION. //I. 9e- 
06:74:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P38344 
F-NT2RP1000111//COP1 REGULATORY PROTEIN (FUSCA PROTEIN FUSl) .//2.7e-19: 1 
35:36//ARABID0PSIS THALIANA (MOUSE-EAR CRESS) .//P43254 
F-NT2RP1000112//DUAL SPECIFICITY PROTEIN KINASE TTK (EC 2.7.1.-) (PYT)./ 
/ 1.26-39: 91 :62//H0M0 SAPIENS (HUMAN) . //P33981 
- F-NT2RP100ai24//ATP-DEPENDENT PROTEASE LA 2 (EC 3,4,21.53) . 7/0.074:131 : 2- 
4//MYX0C0CCUS XANTHUS. //P36774 

F-NT2RP1000130//HEPATOMA-DERIVED GROWTH FACTOR (HDGF) .//I. 5e-49: 186:56// 
MUS MUSCULUS (MOUSE) .//P5 1859 

F-NT2RP1000163//METALLOTHIONEIN (MT) .//O. 98:41 :34//PLEUR0NECTES PLATESSA 
(PLAICE). //P07216 

F-NT2RP1000170//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: P 
EPTIDE P-D] (FRAGMENT). //O. 85: 64 :35//H0M0 SAPIENS (HUMAN) .//P10162 
F-NT2RP1000174//IMMEDIATE-EARLY PROTEIN IE180.//0.00056:89:37//PSEUDORAB 
lES VIRUS (STRAIN KAPLAN) (PRV) .//P33479 
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F-NT2RP1000191//NIFU PROTEIN. //0.53:78:35//FRANKIA ALNI . //P46045 
F-NT2RP1000202//ANKYRIN, BRAIN VARIANT 2 (ANKYRIN B) (ANKYRIN, NONERYTHR 
DID) (FRAGMENT). //9.1e-21: 148: 39//H0M0 SAPIENS (HUMAN) .//Q01485 
F-NT2RP1000243//HYPOTHETICAL PROTEIN MJ1136.//1.4e-37:219:36//METHAN0C0C 

CUS JANNASCHII.//Q58536 

F-NT2RP1000259//HYPOTHETICAL PROTEIN TP0318.//0.18:25:44//TREPONEMA PALL 
IDUM.//083338 

F-NT2RP1000272//SPLICING FACTOR, ARGININE/SERINE-RICH 3 (PRE-MRNA SPLICI 
NO FACTOR SRP20) (X16 PROTEIN) . //I .6e-l8: 133:36//H0M0 SAPIENS (HUMAN), A 
ND MUS MUSCULUS (MOUSE) .//P23152 
F-NT2RP1 000324 

F-NT2RP1000326//HYPOTHETICAL 29.8 KD PROTEIN ZC97.1 IN CHROMOSOME III.// 

1.0e-23:129:36//CAENORHABDITIS ELEGANS. //P34599 

F-NT2RP1000333//ANTI-SILENCING PROTEIN l.//2.5e-45:147:57//SACCHAR0MYCES 
CEREVISIAE (BAKER'S YEAST). //P32447 
F-NT2RP1000348//REDUCED VIABILITY UPON STARVATION PROTEIN 161.//4.8e-14: 
119:34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P25343 
F-NT2RP1000357//TRYPOMASTIGOTE DECAY-ACCELERATING FACTOR (T-DAF) (FRAGME 
NT).//1.0:43:32//TRYPANOSOMA CRUZI .//Q26327 

F-NT2RP1000358//HYPOTHETICAL 84.4 KD PROTEIN IN RPC2/RET-1 3'- REGION.//?. 9 
e-28:244:35//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P39744 
F-NT2RP1000363//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN) . //2. 
2e-07:178:30//XENOPUS LAEVIS (AFRICAN CLAWED FROG) . //P17437 
F-NT2RP1000376//ANKYRIN R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE ANKYRIN)./ 
/1.5e-20:254:31//H0MO SAPIENS (HUMAN) .//P16157 

F-NT2RP1000409/ /CYTOCHROME C3 (CYTOCHROME C7) (C551.5) .//1.0:34:26//DESU 
LFUROMONAS ACETOXIDANS (CHLOROPSEUDOMONAS ETHYLICA) .//P00137 
F-NT2RP1000413//MEMBRANE-ASSOCIATED PROTEIN HEM-2 (NAPl PROTEIN) .//3. 7e- 
131:230:97//RATTUS NORVEGICUS (RAT) .//P55161 
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F-NT2RP1000416//SALIVARY GLUE PROTEIN SGS-3 PRECURSOR. //O. 83: 54 :40//DROS 
OPHILA SIMULANS (FRUIT FLY) .//P13729 

F-NT2RF1000418//HYPOTHETICAL 9.9 KD PROTEIN IN GCVT-SPOIIIAA INTERGENIC 
REGION. //0.24:91:35//BACILLUS SUBTILIS.//P49779 

F-NT2RP1000439//HYPOTHETICAL 100.5 KD PROTEIN C1B9.04 IN CHROMOSOME I.// 
0.13:172:22//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q10429 
F-NT2RP1000443//QUINONE OXIDOREDUCTASE (EC 1.6.5.5) (NADPH: QUI NONE REDUC 
TASE) (ZETA- CRYSTALLIN) .//1.9e-08: 167:24//H0M0 SAPIENS (HUMAN) .//Q08257 
F-NT2RP1000460//NUCLEAR MOVEMENT PROTEIN NUDC.//1.0e-18: 149:34//EMERICEL 
^ LA NIDULANS (ASPERGILLUS NIDULANS).//P17624 

F-NT2RP1000470//PUTATIVE ATP-DEPENDENT RNA HELICASE T26G10.1 IN CHROMOSO 
ME III.//1.3e-43:180:47//CAENORHABDITIS ELEGANS.//P34580 
F-NT2RP1000478//TUBULIN BETA-6 CHAIN (CLASS-VI) .//1.5e-45:85:63//GALLUS 
GALLUS (CHICKEN).//P09207 

F-NT2RP1000481//HYPOTHETICAL 5.8 KD PROTEIN IN PUHA 5* REGION (ORF55).//0 
.083:2i:47//RH0D0BACTER CAPSULATUS (RHODOPSEUDOMONAS CAPSULATA) .//P26159 
F-NT2RP1000493//POSSIBLE DNA-REPAIR PROTEIN XP-E (POSSIBLE XERODERMA PIG 
MENTOSUM GROUP E PROTEIN) (UV-DAMAGED DNA-BINDING PROTEIN) (UV-DDB) .//6. 
^ 6e-ll:139:31//CERC0PITHECUS AETHIOPS (GREEN MONKEY) (GRIVET) .//P33194 
- F-NT2RP1000513//60S RIBOSOMAL PRGTETN L22.//0.017:92:30/7DROSOPHILA MELA 
NOGASTER (FRUIT FLY) . //P50887 

F-NT2RP1000522//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE DUB-1 (EC 3.1.2.15 
) (UBIQUITIN THIOLESTERASE DUB-1) (UBIQUITIN-SPECIFIC PROCESSING PROTEAS 
E DUB-1) (DEUBIQUITINATING ENZYME 1) .//0.0055:86.:36//MUS MUSCULUS (MOUSE 
).//Q61068 

F-NT2RP1000547//COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR (FRAGM 
ENT).//1.2e-09:69:36//CRICETULUS GRISEUS (CHINESE HAMSTER) . //P49020 
F-NT2RP1000574//HOMEOBOX PROTEIN MEIS2 (MEI SI-RELATED PROTEIN l).//6.0e- 
39:141:65//MUS MUSCULUS (MOUSE) . //P97367 
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F-NT2RP1000577//PUTATIVE ATP-DEPENDENT RNA HELICASE YDL031W.//0. 00016:48 
:45//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //Q12389 
F-NT2RP1000581//VON WILLEBRAND FACTOR PRECURSOR. //O. 00017: 61 :50//HOMO SA 
PIENS (HUMAN). //P04275 

F-NT2RP10006P9//LINOLEOYL-COA DESATURASE (EC 1.14.99.25) (DELTA(6)-DESAT 
URASE).//4.4e-07:128:31//SYNECH0CYSTIS SP. (STRAIN PCC 6803) . //Q08871 
F-NT2RP1000629//CLATHRIN COAT ASSEMBLY PROTEIN AP47 (CLATHRIN COAT ASSOC 
lATED PROTEIN AP47) (GOLGI ADAPTOR AP-1 47 KD PROTEIN) (HAl 47 KD SUBUNI 
T) (CLATHRIN ASSEMBLY PROTEIN ASSEMBLY PROTEIN COMPLEX 1 MEDIUM CHAIN)./ 
/4. 2e-70: 167 : 86//MUS MUSCULUS (MOUSE). //P35585 

F-NT2RP100p630//HYPOTHETICAL 118.4 KD PROTEIN IN BAT2-DAL5 INTERGENIC RE 
GION PRECURSOR. //0.0011:238:21//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
.//P47179 

F-NT2RP1000677//COLLAGEN ALPHA l(XVI) CHAIN PRECURSOR. //0.99:71:33//HOMO 

SAPIENS (HUMAN). //Q07092 
F-NT2RP1000688//!!!! ALU SUBFAMILY SP WARNING ENTRY !!! !//0. 0024:19:94// 

HOMO SAPIENS (HUMAN) . //P39193 

F-NT2RP1000695//HYPOTHETICAL 83.8 KD PROTEIN C27F2.7 IN CHROMOSOME III./ 
/2 . 2e-30 : 185 : 37//CAEN0RHABDITIS ELEGANS. //Q18262 

F-NT2RP1000701//PHOSPHOLIPASE A^2-AGTTVATrNG PROTEIN (PLAP) .//3.2e-65: 12 - 
8:93//RATTUS NORVEGICUS (RAT) . //P54319 

F-NT2RP1000721//TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TA 
FII-135) (TAFII135) (TAFII-130) (TAFII130) .//2.3e-06:139:34//HOMO SAPIEN 
S (HUMAN). //000268 

F-NT2RP1000730//MYOSIN LIGHT CHAIN 1, SLOW-TWITCH MUSCLE B/VENTRICULAR I 
SOFORM (FRAGMENT). //O. 89: 40 :40//MUS MUSCULUS (MOUSE) .//P09542 
F-NT2RP1 000733//METALLOTH I ONE I N-L I KE PROTE IN CRS5 . //O . 024 : 24 : 45//SACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST) .//P41902 

F-NT2RP1000738//SALIVARY ACIDIC PROLINE-RICH PHOSPHOPROTEIN 1/2 PRECURSO 
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R (PRP-1 / PRP-3) (PRP-2 / PRP-4) (PIF-F / PIF-S) (PROTEIN A / PROTEIN C 
) [CONTAINS: PEPTIDE P-C] .//0. 040: 82: 36//H0M0 SAPIENS (HUMAN) .//P02810 
F-NT2RP1000746//HYPOTHETICAL 27.1 KD PROTEIN UFD4-CAP1 INTERGENIC REGION 
.//2.0e-30:17.0:37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P33201 
F-NT2RP1000767//PSEUDOMONAPEPSIN PRECURSOR (EC 3.4.23.37) (PEPSTATIN-INS 
ENSITIVE CARBOXYL PROTEINASE) .//0.99:75:34//PSEUDOMONAS SP. (STRAIN 101) 
.//P42790 

F-NT2RP1000782//CELL SURFACE GLYCOPROTEIN A15 (T-CELL ACUTE LYMPHOBLASTI 
C LEUKEMIA ASSOCIATED ANTIGEN 1) (TALLA-1) (MEMBRANE COMPONENT, X CHROMO 
^ SOME, SURFACE MARKER 1) .//2.3e-23: 159:35//H0M0 SAPIENS (HUMAN) . //P41732 
F-NT2RP1000796//CORNIFIN (SMALL PROLINE-RICH PROTEIN I) (SPR-I) (SMALL P 
ROLINE-RICH SQUAMOUS CELL MARKER) (SPRP) .//0.00018:79:32//SUS SCROFA (PI 
G).//P35323 

F-NT2RP1000825//GTPASE-ACTIVATING PROTEIN RHOGAP (RHO-RELATED SMALL GTPA 
SE PROTEIN ACTIVATOR) (CDC42 GTPASE-ACTIVATING PROTEIN) (P50-RH0GAP) .//3 
.le-37:89:64//H0M0 SAPIENS (HUMAN) . //Q07960 

F-NT2RP1000833//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930). //O. 3 
2:29:48//H0M0 SAPIENS (HUMAN) .//P22531 
_ F-NT2RP1000834//2-ARYLPROPIONYL-COA EPIMERASE (EC 5.-.-.-) .//6.4e-67:202 
:68//RATTUS NORVEGICUS (RAT).//P70473 _ . 

F-NT2RP1000836//HYPOTHETICAL 7.3 KD PROTEIN IN 100 KD PROTEIN REGION. //I 
.0:35:54//HUMAN ADENOVIRUS TYPE 41.//P23691 

F-NT2RP1000846//SMALL PROLINE-RICH PROTEIN 2-l.//0.013:35:48//HOMO SAPIE 
NS (HUMAN). //P35326 

F-NT2RP1000851//PERIOD CLOCK PROTEIN (FRAGMENT) .//O. 082: 28: 57//DR0S0PH I L 
A SALTANS (FRUIT FLY) . //Q04536 

F-NT2RP1000856//PLATELET-ENDOTHELIAL' TETRASPAN ANTIGEN 3 (PETA-3) (GP27) 
(MEMBRANE GLYCOPROTEIN SFA-1) (CD151 ANTIGEN) .//2.5e-26: 190: 30//MUS MUS 
CULUS (MOUSE). //035566 
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F-NT2RP1000860//POTENTIAL TRANSCRIPTIONAL ADAPTOR. //0.13:86:36//SACCHAR0 
MYCES CEREVISIAE (BAKER'S YEAST) . //Q02336 

F-NT2RP1000902//HYPOTHETICAL 127.4 KD PROTEIN F07F6.4 IN CHROMOSOME III. 
//7.6e-ll:200:35//CAEN0RHABDITIS ELEGANS.//Q09531 

F-NT2RP1000915//HYPOTHETICAL GTP-BINDING PROTEIN IN PMI40-PAC2 INTERGENI 
C REGION.//1.4e-06:88:35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). //P40 
010 

F-NT2RP1000916//SUPPRESSOR PROTEIN SRP40.//0.40:9O:35//SACCHAROMYCES CER 

EVISIAE (BAKER'S YEAST) . //P32583 

F-NT2RP1000943//MUCIN 2 PRECURSOR (INTESTINAL MUCIN 2) . //O. 099:75:34//H0 
MO SAPIENS (HUMAN). //Q02817 

F-NT2RP1000944//HYPOTHETICAL 29.3 KD PROTEIN (0RF92) .//7.6e-06:65:41//OR 
GYIA PSEUDOTSUGATA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV) . //010341 
F-NT2RP1000947//UBIQUITIN-CONJUGATING ENZYME E2-17 KD 2 (EC 6.3.2.19) (U 
BIQUITIN- PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2(17)KB 2).//3.6 
e-12:27:77//H0M0 SAPIENS (HUMAN), MUS MUSCULUS (MOUSE), RATTUS NORVEGICU 
S (RAT), AND XENOPUS LAEVIS (AFRICAN CLAWED FROG) . //P5 1669 
F-NT2RP1000954//RING CANAL PROTEIN (KELCH PROTEIN) .//2.8e-15: 169:28//DR0 
SOPHILA MELANOGASTER (FRUIT FLY) . //Q04652 
- - F-NT2RPi000958//HYPOTHETICAL-GTP-BINDIN6 PROTEIN IN PMr40-PAe2 TNTERGENT 
C REGION. //4.2e-16:162:32//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //P4 
0010 

F-NT2RP1000959//CORNIFIN A (SMALL PROLINE-RICH PROTEIN lA) (SPR-IA) (SPR 
K).//0.0031:34:44//HOMO SAPIENS (HUMAN) .//P35321 

F-NT2RP1000966//NUCLEOLIN (PROTEIN C23) .//1.5e-52:110:95//H0M0 SAPIENS ( 
HUMAN). //P19338 

F-NT2RP1000980//LIGHT-HARVESTING PROTEIN B-1015, ALPHA CHAIN PRECURSOR ( 
ANTENNA PIGMENT PROTEIN, ALPHA CHAIN) .//O. 87:37 :45//RH0D0PSEUD0M0NAS VIR 
IDIS.//P04123 
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F-NT2RP1000988 

F-NT2RP1001011//PROTEIN P19.//0.96:30:50//BACTERIOPHAGE PRDl . //P17638 
F-NT2RP1001013//DNA-BINDING PROTEIN 65 (PROTEIN GP65) .//1.0:20:45//BACTE 
RIOPHAGE T4.//P16012 

F-NT2RP1001014 

F-NT2RP1001033//TUBULIN GAMMA CHAIN. //2.5e-16:112:42//SCHIZ0SACCHAR0MYCE 
S POMBE (FISSION YEAST) . //P25295 

F-NT2RP1001073//HY'POTHETICAL 10.4 KD PROTEIN IN FTR1-SPT15 INTERGENIC RE 
GI0N.//7.6e-16:82:51//SACGHAR0MYCES GEREVISIAE (BAKER'S YEAST) .//P40089 
^ F-NT2RP1001079//SARCOSINE OXIDASE (EC 1.5.3. 1) .//4.8e-15:95:40//ARTHR0BA 
CTER SP. (STRAIN TE1826) .//P40873 

F-NT2RP1001080//PROBABLE ATP-DEPENDENT RNA HELICASE DBP9.//2..4e-29: 126:4 
6//SACCHAR0MYCES GEREVISIAE (BAKER'S YEAST) .//Q06218 

F-NT2RP1001113//SMALL PROLINE-RICH PROTEIN 2-l.//0.49:38:39//H0M0 SAPIEN 
S (HUMAN). //P35326 

F-NT2RP1001173//RH0MB0TIN-1 (CYSTEINE RICH PROTEIN TTG-1) (T-CELL TRANSL 
OCATION PROTEIN 1) (LIM-ONLY PROTEIN 1) .//O. 99:54: 37//H0M0 SAPIENS (HUMA 
N).//P25800 

F-NT2RP1001177//HISTONE MACR0-H2A. l.//1.6e-29:85:76//RATTUS NORVEGICUS ( 

RAT).//Q02874 

F-NT2RP1001185 

F-NT2RP1001199//NEUROTOXIN I .//1.0:23:47//CENTRUROIDES SCULPTURATUS (BAR 
K SCORPION).//P01491 

F-NT2RP1001247/ /TRANSFORMING GROWTH FACTOR BETA 4 PRECURSOR (TGF-BETA 4) 
(ENDOMETRIAL BLEEDING-ASSOCIATED FACTOR) .//3.3e-08: 28: 89//H0M0 SAPIENS 
(HUMAN) .//000292 

F-NT2RP1001248//TAT PROTEIN (TRANSACT I VAT I NG REGULATORY PROTEIN) .//O. 33: 
49:28//HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (NDK ISOLATE) (HIV-1) .//P1880 
4 
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F-NT2RP1001253//GLUCOSAMINE-6-PHOSPHATE ISOMERASE (EC 5.3.1.10) (GLUCOSA 
MINE-6- PHOSPHATE DEAMINASE) (GNPDA) (OSCILLIN) (KIAA0060) .//3.8e-46:115 
:81//H0M0 SAPIENS (HUMAN) . //P46926 

F-NT2RP1001286//GALECTIN-3 (GALACTOSE-SPECIFIC LECTIN 3) (MAC-2 ANTIGEN) 

(IGE-BINDING PROTEIN) (35 KD LECTIN) (CARBOHYDRATE BINDING PROTEIN 35) 
(CBP 35) (LAMININ-BINDING PROTEIN) (LECTIN L-29) (L-34 GALACTOSIDE-BINDI 
NG LECTIN).//0.16:48:37//MUS MUSCULUS (MOUSE) .//P16110 
F-NT2RP1001294//MICROTUBULE-ASSOCIATED PROTEIN YTMl.//6.1e-05:92:34//SAC 
CHAROMYCES CEREVISIAE (BAKER'S YEAST). //Q12024 

F-NT2RP1001302//MICROTUBULE-ASSOCI ATED PROTEIN YTMl .III. 2e-05 : 92 : 33//SAC 
CHAROMYCES CEREVISIAE (BAKER'S YEAST) . //Q12024 

F-NT2RP1001310//PROBABLE E4 PROTEIN. //0.99:109:26//HUMAN PAPILLOMAVIRUS 

TYPE 5.//P06924 

F-NT2RP1001311//SODIUM/HYDROGEN EXCHANGER 5 (NA (+) /H (+) EXCHANGER 5) (NH 
E-5) (FRAGMENT). //O. 99: 94: 31 //HOMO SAPIENS (HUMAN) .//Q14940 
F-NT2RP1001313//CYTOCHROME B5. //9. Oe-13: 92 : 38//SACCHAR0MYCES CEREVISIAE 
(BAKER'S YEAST). //P40312 

F-NT2RP1001361//NADH-UBIQUINONE OXIDOREDUCTASE SUBUNIT B14.5B (EC 1.6.5. 
3) (EC 1.6.99.3) (COMPLEX I-B14.5B) (CI-B14.5B) .//1.2e-47:117:74//B0S TA 

URUS (B0VrNE)T/-/Q02827 - - 

F-NT2RP1001385//CELL DIVISION PROTEIN FTSN.//0.64: 107:28//ESCHERICHIA CO 
LI.//P29131 

F-NT2RP1001395//PROCOLLAGEN ALPHA 2(1) CHAIN PRECURSOR (FRAGMENTS) . //O . 2 
5:35:45//GALLUS GALLUS (CHICKEN) .//P02467 

F-NT2RP1001410//PUTATIVE GTP-BINDING PROTEIN W08E3.3.//2.2e-41:129:67//C 
AENORHABDITIS ELEGANS. //P91917 

F-NT2RP1001424//UREASE ACCESSORY PROTEIN UREF (FRAGMENT) .//O. 87:24 :45//E 
SCHERICHIA COLI.//Q03286 

F-NT2RP1001432//CYSTEINE PROTEINASE INHIBITOR B (CYSTATIN B) (SCB).//1.0 
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:35:42//HELIANTHUS ANNUUS (COMMON SUNFLOWER) . //Q10993 

F-NT2RP1001449//KERATIN, ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KERATIN). 
//0.053:37:37//OVIS ARIES (SHEEP) .//P26372 

F-NT2RP1001457//HYPOTHETICAL 57.0 KD TRP-ASP REPEATS CONTAINING PROTEIN 
IN CPR4-SSK22 INTERGENIC REGION. //2. 9e-16: 159:30//SACCHAROMYCES CEREVISI 
AE (BAKER'S YEAST) . //P25382 

F-NT2RP1001466//HYPOTHETICAL PROTEIN MJ0284. //5.3e-15: 162:35//METHAN0C0C 
CUS JANNASCHII.//Q57732 

F-NT2RP1001475//HYPOTHETICAL 195.1 KD PROTEIN IN DNA43-UBI1 INTERGENIC R 
EGI0N.//0.69:119:27//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P40457 
F-NT2RP1001482//PROTEASOME COMPONENT C9 (EC 3.4.99.46) (MACROPAIN SUBUNI 
T C9) (MULTICATALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C9) .//1,0:58:32//HOM 

0 SAPIENS (HUMAN) .//P25789 

F-NT2RP1001494//MALE STERILITY PROTEIN 2.//2.4e-12:84:42//ARABID0PSIS TH 
ALIANA (MOUSE-EAR CRESS) . //Q08891 

F-NT2RP1001543//MYO-INOSITOL-1-PHOSPHATE SYNTHASE (EC 5.5.1.4) (IPS).//6 

.3e-37:94:52//SPIR0DELA POLYRRHIZA. //P42803 

F-NT2RP1001546//LEUKOCYTE SURFACE ANTIGEN CD53 (CELL SURFACE GLYCOPROTEI 
N CD53).//9.3e-ll:98:29//H0M0 SAPIENS (HUMAN) . //P19397 
F-NT-2RP1001569//SIGNAL RECOGNITION PARTICLE RECEPTOR -BETA SUBUNIT (SR-BE 
TA).//2.2e-64:159:84//MUS MUSCULUS (MOUSE) .//P47758 

F-NT2RP1001616//HYPOTHETICAL 13.5 KD PROTEIN C45G9.7 IN CHROMOSOME III./ 
/9 . 2e-05 : 49 : 42//CAEN0RHABD IT I S ELEGANS . //Q09506 

F-NT2RP1001685//REGB PROTEI N . //O . 99 : 29 : 37//PSEUD0M0NAS AERUG INOSA . //Q033 
81 

F-NT2RP2000001//SMALL PROLINE-RICH PROTEIN 2-l.//0.64:36:41//H0M0 SAPIEN 
S (HUMAN). //P35326 

F-NT2RP2000006//DNAJ PROTEIN HOMOLOG 1 (HDJ-1) (HEAT SHOCK PROTEIN 40) ( 
HSP40).//1.7e-19:74:52//HOMO SAPIENS (HUMAN) . //P25685 
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F-NT2RP2000007//TROPOMYOSIN, FIBROBLAST AND EPITHELIAL MUSCLE-TYPE (TM36 
) (TMEl) (TM1).//0.93:126:23//HOMO SAPIENS (HUMAN) . //P06468 
F-NT2RP2000008//ZINC FINGER PROTEIN 33A (ZINC FINGER PROTEIN K0X31) (KIA 
A0065) (HA0946) (FRAGMENT) .//4.2e-35: 156: 54//H0M0 SAPIENS (HUMAN) .//Q067 
30 

F-NT2RP2000027//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 5 (EC 1.6.5.3) (FRA 
GMENT).//0.95:41:39//MACACA FASCICULARIS (CRAB EATING MACAQUE) (CYNOMOLG 
US MONKEY). //P50665 

F-NT2RP2000032//BAX PROTEIN, CYTOPLASMIC ISOFORM GAMMA.// 1.0: 35 :34//H0M0 

SAPIENS (HUMAN). //Q07815 
F-NT2RP2000040//BASIC PROLINE-RICH PEPTIDE IB-1.//0.0024:58:36//HOMO SAP 
I ENS (HUMAN). //P04281 

F-NT2RP2000045//DNAJ PROTEIN. //I. le-12: 42 :66//THERMUS AQUATICUS (SUBSP. 
THERMOPHILUS) .//Q56237 

F-NT2RP2000054//GONADOLIBERIN III PRECURSOR (GONADOTROPIN-RELEASING HORM 
ONE III) (GNRH-III) (LH-RH III) (LULIBERIN III) .//O. 20:46 :36//0NC0RHYNCH 
US MASOU (CHERRY SALMON) (MASU SALMON) .//P30973 

F-NT2RP2000056//PROTEIN-TYROSINE PHOSPHATASE EPSILON PRECURSOR (EC 3.1.3 
.48) (R-PTP- EPSILON). //I. 3e-18:45:100//MUS MUSCULUS (MOUSE) .//P49446 
F-NT2RP2000067//HOMEOBOX PROTEIN H0X-A5 (S12-B) (FRAGMENT) .//O. 71: 44: 40/ 
/SALMO SALAR (ATLANTIC SALMON) .//P09637 

F-NT2RP2000070//INSULIN.//0.94:30:43//HYSTRIX CRISTATA (CRESTED PORCUPIN. 
E).//P01328 

F-NT2RP2000076//ETS-LIKE PROTEIN POINTED PI (D-ETS-2) .//0.0013:76:40//DR 
OSOPHILA MELANOGASTER (FRUIT FLY) .//P5 1022 

F-NT2RP2000077//U1 SMALL NUCLEAR RIBONUCLEOPROTEIN C (Ul-C) .//O. 24:49:40 
//HOMO SAPIENS (HUMAN) .//P09234 

F-NT2RP2000079//PLATELET FACTOR 4 (PF-4) .//O. 15:52 :30//SUS SCROFA (PIG). 
//P30034 
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F-NT2RP2000088//HYPOTHETICAL 13.6 KD PROTEIN IN SPT4-R0M1 INTERGENIC REG 
ION.//1.0:36:44//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53245 
F-NT2RP2000091//HYPOTHETICAL PROTEIN HI0149 PRECURSOR. //O. 22: 38 :47//HAEM 
OPH I LUS I NFLUENZAE . //P43953 

F-NT2RP2000097//VIRUS ATTACHMENT PROTEIN (061R) .//0.75:33:36//AFRICAN SW 

INE FEVER VIRUS (STRAIN BA71V) (ASFV) .//P32510 

F-NT2RP2000098 

F-NT2RP2000108//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//2.4e-09:50:70/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-NT2RP2000114//WISKOTT-ALDRICH SYNDROME PROTEIN (WASP) .//0.024:52:44//H 
OMO SAPIENS (HUMAN). //P42768 

F-NT2RP2000120//5.8 KD PROTEIN IN HMC OPERON (ORF 4) .//0.67:37:32//DESUL 

FOVIBRIO VULGARIS (STRAIN HILDENBOROUGH) . //P33391 

F-NT2RP2000126//CHROMODOMAIN-HELICASE-DNA-BINDING PROTEIN 1 (CHD-1).//1. 
5e-23:94:47//H0M0 SAPIENS (HUMAN) . //014646 

F-NT2RP2000133//SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B53) .//5. 
6e-10:82:39//H0M0 SAPIENS (HUMAN) .//Q15427 

F-NT2RP2000147//CLATHRIN COAT ASSEMBLY PROTEIN AP47 (CLATHRIN COAT ASSOC 
lATED PROTEIN AP47) (GOLGI ADAPTOR AP-1 47 KD PROTEIN) (HAl 47 KD SUBUNI 
T) (CLATHRIN ASSEMBLY PROTEIN ASSEMBLY PROTEIN COMPLEX 1 MEDIUM CHAIN)./ 
/6.7e-89:96:98//MUS MUSCULUS (MOUSE) . //P35585 

F-NT2RP2000153//PEPTIDYLPR0LYL ISOMERASE CYP-1 (EC 5.2.1,8) (PEPTIDYLPRO 
LYL CIS-TRANS ISOMERASE) (CYCLOPHILIN) (PPIASE) .//1.7e-05: 136:33//BRUGIA 
MALAYI.//Q27450 

F-NT2RP2000157//ML02 PROTEI N . //2 . 7e-06 : 62 : 40//SCH IZOSACCHAROMYCES POMBE 
(FISSION YEAST). //Q09329 

F-NT2RP2000161//DIS3 PROTEIN H0M0L0G.//2.7e-33: 173:45//CAEN0RHABDITIS EL 
EGANS.//Q17632 

F-NT2RP2000173//HYPOTHETICAL 10.5 KD PROTEIN IN SODA-COMGA INTERGENIC RE 
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GION.//0. 99:62: 25//BACILLUS SUBTILIS.//P54499 

F-NT2RP2000175//MALE SPECIFIC SPERM PROTEIN MST84DB.//0. 19:41 :43//DR0S0P 
HILA MELANOGASTER (FRUIT FLY) .//Q01643 

F-NT2RP2000183//DIHYDROPYRIMIDINASE RELATED PROTEIN-2 (DRP-2) (NEURAL SP 
ECIFIC PROTEIN NSP60) .//4.1e-19:ll4:44//B0S TAURUS (BOVINE) .//002675 
F-NT2RP2000195//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//0.99:30:33/ 
/MICROTUS PENNSYLVANICUS (MEADOW VOLE) . //P24949 

F-NT2RP2000205//MERCURIC TRANSPORT PROTEIN PERIPLASMIC COMPONENT PRECURS 
OR (PERIPLASMIC MERCURY ION BINDING PROTEIN) (MERCURY SCAVENGER PROTEIN) 
.//0.098:88:25//SHEWANELLA PUTREFACIENS (PSEUDOMONAS PUTREFACIENS) .//Q54 
463 

F-NT2RP2000208//MALE SPECIFIC SPERM PROTEIN MST84DD.//0.020: 19:57//DR0S0 

PHILA MELANOGASTER (FRUIT FLY) . //Q01645 

F-NT2RP2000224//PUTATIVE CUTICLE COLLAGEN C09G5.4.//0.0058: 159:32//CAEN0 
RHABDITIS ELEGANS.//Q09455 

F-NT2RP2000232//P55-C-FOS PROTO-ONCOGENE PROTEIN (FRAGMENT) .7/1.0:44:38/ 

/OVIS ARIES (SHEEP). //002761 

F-NT2RP2000233//GASTRIN/CHOLECYSTOKININ TYPE B RECEPTOR (CCK-B RECEPTOR) 
(CCK-BR).//0.34:53:43//CANIS FAMILIARIS (DOG) . //P30552 

F-NT2RP2000239//ACIDIC PROLINE-RICH PRGTETN PRECURSOR (CLONE PRP25) (FRA 

GMENT).//0.019:69:33//RATTUS NORVEGICUS (RAT) .//P10164 

F-NT2RP2000248//OVOMUCOID (FRAGMENT) .//O. 88:18 :55//P0LYPLECTR0N EMPHANUM 
(PALAWAN PEACOCK-PHEASANT) .//P52250 

F-NT2RP2000257//PUTATIVE MITOCHONDRIAL CARRIER YIL006W.//6.4e-09:83:37// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P40556 

F-NT2RP2000258//MYOSIN II HEAVY CHAIN, NON MUSCLE. //O. 081: 217 :28//DICTY0 
STELIUM DISCOIDEUM (SLIME MOLD) . //P08799 

F-NT2RP200b270//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.4e-17:80:57// 
HOMO SAPIENS (HUMAN) .//P39188 
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F-NT2RP2000274//HYPOTHETICAL 5.8 KD PROTEIN.//0.082:22:45//CLOVER YELLOW 

MOSAIC VIRUS (CYMV).//P16485 
F-NT2RP2000283//HYPOTHETICAL 83.6 KD PROTEIN R05D3.2 IN CHROMOSOME III./ 
/O . 39 : 38 : 34/ /CAENORHABD I T I S ELEGANS . / /P34535 

F-NT2RP2000288 

F-NT2RP2000289//HYPOTHETICAL 9.4 KD PROTEIN IN RNPA-THDF INTERGENIC REGI 
ON . //O .40 : 38 : 42//ESCHER I CH I A COL I . //P22847 

F-NT2RP2000297//ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTFl) 
.//2.3e-62:206:47//HOMO SAPIENS (HUMAN) . //Q03923 

F-NT2RP2000298//CUTICLE COLLAGEN 12 PRECURSOR. //0.55:81:40//CAENORHABDIT 
IS ELEGANS. //P20630 

F-NT2RP2000310//RUBREDOXIN (RD) .//O. 13:43: 41//TREP0NEMA PALLIDUM. //08395 
6 

F-NT2RP2000327//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//I. 0:46:30// 
GADUS MORHUA (ATLANTIC COD) . //P15996 

F-NT2RP2000328//HYPOTHETICAL 86.6 KD PROTEIN IN PFK1-TDS4 INTERGENIC REG 
ION.//2.0e-21:198:31//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53313 
F-NT2RP2000329//GTP:AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2,7.4.10) ( 
AK3). //I. 8e-91: 155 :92//B0S TAURUS (BOVINE) .//P08760 

F^NT2RP2000337//PROTEIN A54.//0.75:48:35-//VACCiNIA VIRUS (STRAIN WR) , AN 
D VACCINIA VIRUS (STRAIN COPENHAGEN) .//P21072 

F-NT2RP2000346//MYELOID DIFFERENTIATION PRIMARY RESPONSE PROTEIN MYD116. 
//9.7e-13:ll4:42//MUS MUSCULUS (MOUSE) . //P17564 

F-NT2RP2000369//CALTRIN (CALCIUM TRANSPORT INHIBITOR) .//0.98:47:34//MUS 
MUSCULUS (MOUSE) .//Q09098 

F-NT2RP2000412//SHORT NEUROTOXIN D PRECURSOR. //O. 66: 57 :36//A I PYSURUS LAE 
VIS (OLIVE SEA SNAKE). //P19960 

F-NT2RP2000414//HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN F (HNRNP F).//l. 
0e-27:96:67//HOMO SAPIENS (HUMAN) . //P52597 
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F-NT2RP2000420//ZINC FINGER PROTEIN 191 . //O. 16:47:38//H0M0 SAPIENS (HUMA 
N).//014754 

F-NT2RP2000422//PUTATIVE PHOSPHOACETYLGLUCOSAMINE MUTASE (EC 5.4.2.3) (A 
CETYLGLUCOSAMINE PHOSPHOMUTASE) (N-ACETYLGLUCOSAMINE-PHOSPHATE MUTASE)./ 
/3.6e-19:148:36//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) . //Q09687 
F-NT2RP2000438//TUBULIN GAMMA CHAIN.// 0.86:1 90 :27//RET I CULOMYXA FILOSA./ 
/P54405 

F-NT2RP2000448//OXYSTEROL-BINDING PROTEIN. //3.7e-13: 140:42//HOMO SAPIENS 
(HUMAN). //P22059 

F-NT2RP2000459//NEURONAL PROTEIN 3.1 (P311 PROTEIN) .//I. 0:45:35//HOMO SA 
PIENS (HUMAN). //Q16612 

F-NT2RP2000498//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//0.062:25:68//H 

OMO SAPIENS (HUMAN). //P39194 

F-NT2RP2000503 

F-NT2RP2000510//TOXIN IV-5.//1.0:51:33//TITYUS BAHIENSIS (BRAZILIAN SCOR 
PI0N).//P56608 

F-NT2RP20005 16//SLYX PROTE IN. //I. 0:52: 32//ESCHER I CH I A COL I . //P30857 
F-NT2RP2000523//PHORBOLIN I (FRAGMENTS) .//I. 4e-06: 36: 47//H0M0 SAPIENS (H 
UMAN).//P31941 

F-NT2RP2000603//ALPHA/BETA-GLiADiN PRECURSOR (PROLAMIN) (GLASS A-iri) :// 
0.93:119:26//TRITICUM AESTIVUM (WHEAT) . //P04723 

F-NT2RP2000617//SPERM PROTAMINE PI (CYSTEINE-RICH PROTAMINE) .//O. 056: 16: 
62//0VIS ARIES (SHEEP), AND CAPRA HIRCUS (GOAT) . //P04 102 
F-NT2RP2000634//NEDD-4 PROTEIN (EC 6.3.2.-) (KIAA0093) (FRAGMENT) .//I. 8e 

-05:128:28//HOMO SAPIENS (HUMAN) . //P46934 

F-NT2RP2000644/ /HYPOTHETICAL PROTEIN HI1566 PRECURSOR. //O. 85: 48 :39//HAEM 
OPHILUS INFLUENZAE. //P44257 

F-NT2RP2000656//EARLY GROWTH RESPONSE PROTEIN 1 (EGR-1) (NERVE GROWTH FA 
CTOR-INDUCED PROTEIN A) (NGFI-A) .//1.0:lll:24//RATTUS NORVEGICUS (RAT)./ 
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/P08154 

F-NT2RP2000658//UR0NATE ISOMERASE (EC 5.3.1.12) (GLUCURONATE ISOMERASE) 
(URONIC ISOMERASE). //0.49:79:31//ESCHERICHIA COLI .//P42607 
F-NT2RP2000668//MEROZOITE SURFACE ANTIGEN 2 PRECURSOR (MSA-2) (45 KD MER 
OZOITE SURFACE ANTIGEN) . 7/0.020:115: 30//PLASMODIUM FALCIPARUM (ISOLATE 3 
D7).//P50498 

F-NT2RP2000678//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//0. 00085:38:68// 
HOMO SAPIENS (HUMAN) .//P39188 

F-NT2RP2000704//! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.2e-17:55:74// 
^ HOMO SAPIENS (HUMAN) .//P39188 

F-NT2RP2000710//ASPARTYL-TRNA SYNTHETASE (EC 6.1.1.12) (ASPARTATE-^TRNA 
LIGASE) (ASPRS).//8.9e-47:l06:59//TREPONEMA PALLIDUM. //083950 

F-NT2RP2000715 

F-NT2RP2000731//CONIDrATION-SPECIFIC PROTEIN 10.//0.094:31:41//NEUROSPOR 
A CRASSA.//P10713 

F-NT2RP2000758//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//0. 00027:31:74// 

HOMO SAPIENS (HUMAN) . //P39188 

F-NT2RP2000764//NIFS PR0TEIN.//2.7e-27: 175:47//ANABAENA SP. (STRAIN PCC 
^ 7120).//P12623 

F-NT2RP2000809//HYPOT-HETICAL PROTEIN MG381 HOMOLOG,//0,91:85:25//MYCOPLA 
SMA PNEUMONIAE. //P752 19 

F-NT2RP2000812//DILUTE MYOSIN HEAVY CHAIN, NON-MUSCLE (MYOSIN 5A).//2.8e 
-07:133:31//MUS MUSCULUS (MOUSE) .//Q99104 

F-NT2RP2000814//40S RIBOSOMAL PROTEIN S27A.//0.93:44:38//LYCOPERSICON ES 
CULENTUM (TOMATO) , AND SOLANUM TUBEROSUM (POTATO) . //P27083 
F-NT2RP2000816//HYPOTHETICAL 88.4 KD PROTEIN B0464.7 IN CHROMOSOME III./ 
/3 . 3e-2 1 : 123 : 39//CAEN0RHABD I T I S ELEGANS . //Q03565 

F-NT2RP2000819//TROPOMYOSIN 5, CYTOSKELETAL TYPE.//1.0:7l:30//MUS MUSCUL 
US (MOUSE). //P21 107 
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F-NT2RP2000841//GUANINE NUCLEOTIDE RELEASING PROTEIN (GNRP) . //O. 0011 : 133 
:26//MUS MUSCULUS (MOUSE) .//P27671 

F-NT2RP2000842//LYSOPHOSPHATIDIC ACID RECEPTOR (EDG-2) .//6.4e-13:22:95// 
HOMO SAPIENS (HUMAN) . //Q92633 

F-NT2RP2000845//BOWMAN-BIRK TYPE PROTEINASE INHIBITOR (MSTI) .//0.92:24:4 
1//MEDICAG0 SCUTELLATA (SNAIL MEDIC) .//P80321 

F-NT2RP2000863//N-MYC PROTO-ONCOGENE PROTEIN. //O. 010: 148: 27//XEN0PUS LAE 
VIS (AFRICAN CLAWED FROG) .//P24793 

F-NT2RP2000880//PROBABLE TRANSLATION INITIATION FACTOR IF-2.//4.0e-100: 1 
99:94//H0M0 SAPIENS (HUMAN) . //060841 

F-NT2RP2000892//PROCOLLAGEN ALPHA 1(11) CHAIN PRECURSOR [CONTAINS: CHOND 
ROCALCIN] . 7/0.43:45 :44//MUS MUSCULUS (MOUSE) .//P28481 

F-NT2RP2000931//NATRIN 3. //2.8e-46: 104:92//RATTUS NORVEGICUS (RAT).//P43 
244 

F-NT2RP2000932//2-5A-DEPENDENT RIBONUCLEASE (EC 3.1.26.-) (2-5A-DEPENDEN 
T RNAASE) (RNASE L) (RIBONUCLEASE 4) (FRAGMENT) .//3.9e-07: 113: 31//MUS MU 

SCULUS (MOUSE) .//Q05921 

F-NT2RP2000938//VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN KV3.3 (KSHIIID). 
//0.026:59:45//RATTUS NORVEGICUS (RAT) .//Q01956 

F^NT2RP2000943//HYPOTHETICAL PROTEIN KIAA0079 (HA3543) .//5.9e-18: 161 :42/ 
/HOMO SAPIENS (HUMAN) . //P539i92 

F-NT2RP2000965// INNER CENTROMERE PROTEIN (INCENP) .//0.062: 156:25//GALLUS 
CALLUS (CHICKEN). //P53352 
F-NT2RP2000970//EC PROTEIN HOMOLOG.//1.0:50:30//ARABIDOPSIS THALIANA (MO 
USE-EAR CRESS). //P93746 

F-NT2RP2000985//HYPOTHETICAL 96.8 KD PROTEIN IN SIS2-MTD1 INTERGENIC REG 
ION.//2.5e-06:53:47//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P36159 
F-NT2RP2000987// INSECT TOXIN 4 (INSECT TOXIN AAH IT4) .//1.0:32:34//ANDRO 
CTONUS AUSTRALIS HECTOR (SAHARA SCORPION) .//P2 1150 
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F-NT2RP2001036//! ! ! ! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//1.2e-33:65:81/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-NT2RP2001044//HIRUSTASIN.//0.97:15:66//HIRUDO MEDICINALIS (MEDICINAL L 
EECH).//P80302 

F-NT2RP2001056//! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//1.0e-24:85:65/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-NT2RP2001065//BOWMAN-BIRK TYPE SEED TRYPSIN AND CHYMOTRYPSIN INHIBITOR 

(BTCI).//0.41:50:32//ViGNA UNGUICULATA (COWPEA) .//P17734 
F-NT2RP2001070//PROBABLE PYRIDOXAMINE 5" -PHOSPHATE OXIDASE (EC 1.4.3.5) 
(PNP/PMP OXIDASE) (FPRA PROTEIN) .//6.2e-18:64:48//MYX0C0CCUS XANTHUS.//P 
21159 

F-NT2RP2001081//SYNAPTOTAGMIN IV.//7.8e-16:94:46//RATTUS NORVEGICUS (RAT 
).//P50232 

F-NT2RP2001094//METALL0THI0NEIN-I (MT-I) .//1.0:24:33//RATTUS NORVEGICUS 
(RAT).//P02803 

F-NT2RP2001119//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//7.5e-ll:6l:63/ 

/HOMO SAPIENS (HUMAN) .//P39195 

F-NT2RP2001127//XE169 PROTEIN (SMCX PROTEIN) (FRAGMENTS) .//I. Oe-47: 155:5 
8//MUS MUSCULUS (MOUSE) . //P41230 

F-NT2RP20G1137//COLLAGEN ALPHA l(XII) CHAIN (FRAGMENTS) .//0. 10:68: 39//BG - 
S TAURUS (BOVINE). //P25508 

F-NT2RP2001149//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//l.le-13:81:59// 
HOMO SAPIENS (HUMAN) .//P39188 

F-NT2RP2001168//PROTEIN KINASE C SUBSTRATE 80 KD PROTEIN (FRAGMENTS).//© 
.0071:77:33//RATTUS NORVEGICUS (RAT) . //P20468 

F-NT2RP2001173//CYTOSKELETON-ASSOCIATED PROTEIN CKAPI (TUBULIN FOLDING C 
OFACTOR B).//1.0:36:41//HOMO SAPIENS (HUMAN) .//Q99426 

F-NT2RP2001174//ZINC FINGER PROTEIN 137.//7.2e-ll:65:43//H0M0 SAPIENS (H 
UMAN).//P52743 
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F-NT2RP2001196//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 2 (EC 1.6,5.3) .//I. 
0:95:26//CAPRA HIRCUS (GOAT) . //Q36346 

F-NT2RP2001218//HYPOTHETICAL 59.2 KD PROTEIN IN MOBl-SGAl INTERGENIC REG 
ION.//0.00024:80:23//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P40486 
F-NT2RP2001226//RABPHILIN-3A (FRAGMENT) .//4.6e-05: 121 :39//MUS MUSCULUS ( 
MOUSE). //P47708 

F-NT2RP2001233//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT) .//3.2e-61: 153:56// 
HOMO SAPIENS (HUMAN) .//P16415 

F-NT2RP2001245//SYNAPTONEMAL COMPLEX PROTEIN 1 (SCP-1 PROTEIN) . //4. 9e-05 
:230:21//HOMO SAPIENS (HUMAN) . //Q15431 

F-NT2RP2001268//HOMEOBOX PROTEIN CEH-32.//0.23:159:25//CAENORHABDITIS EL 

EGANS.//Q23175 

F-NT2RP2001277 

F-NT2RP2001290//BETA-SOLUBLE NSF ATTACHMENT PROTEIN (SNAP-BETA) (SNAP-AL 
PHA HOMOLOG) (BRAIN PROTEIN 147) (FRAGMENT) .//I. Oe-86: 131: 97/ /MUS MUSCUL 
US (MOUSE). //P28663 

F-NT2RP2001295 

F-NT2RP2001312//N-ACETYLGLUC0SAMINE-6-SULFATASE PRECURSOR (EC 3.1.6.14) 
(G6S) (GLUCOSAMINE-6-SULFATASE).//0.64:80:33//CAPRA HIRCUS (GOAT) .//P504 
26 

F-NT2RP2001327//TUMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1, ENDOTHEL 
lAL (B12 PROTEIN). //I. 0e-36:118:65//HOMO SAPIENS (HUMAN) .//Q13829 
F-NT2RP2001328//PROBABLE E5 PROTEIN. //I. 0:46:41//HUMAN PAPILLOMAVIRUS TY 
PE 33.//P06426 

F-NT.2RP2001347//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//4.5e-19:66:62/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-NT2RP2001366//SPERM-SPECIFIC PROTEIN PHI-l.//0.66:55:32//MYTILUS EDULI 
S (BLUE MUSSEL). //Q04621 

F-NT2RP2001378//VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN KV3.3 (KSHIIID) 
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(FRAGMENT). //O. 060: 78 :33//H0M0 SAPIENS (HUMAN) .//Q14003 
F-NT2RP2001381//26S PROTEASE REGULATORY SUBUNIT 8 (SUGl HOMOLOG) (XSUGl) 
.//1.0:167:26//XENOPUS LAEVIS (AFRICAN CLAWED FROG) . //P46470 
F-NT2RP2001392//KERATIN, HIGH-SULFUR MATRIX PROTEIN, IIIA3. 7/0.0080:82:3 

2//0VIS ARIES (SHEEP). //P02441 

F-NT2RP2001394//P0LYHOME0TIC-PROXIMAL CHROMATIN PROTEIN. //0.024:39:53//D 
ROSOPHILA MELANOGASTER (FRUIT FLY) . //P39769 

F-NT2RP2001397//G2/MITOTIC-SPECrFIC CYCLIN B2.//1.4e-46:125:78//MES0CRIC 

ETUS AURATUS (GOLDEN HAMSTER) . //P37883 

F-NT2RP2001420//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3, CP4 
AND CPS) [CONTAINS: BASIC PEPTIDE IB-6; PEPTIDE P-H] .//O. 00018: 113:38// 
HOMO SAPIENS (HUMAN) . //P04280 

F-NT2RP2001423//HYPOTHETICAL 9.4 KD PROTEIN IN GP31-CD INTERGENIC REGION 

(ORF A).//0.90:23:43//BACTERIOPHAGE T4.//P17307 
F-NT2RP2001427//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.2e-ll:38:68// 
HOMO SAPIENS (HUMAN) .//P39188 

F-NT2RP2001436//DYNEIN LIGHT INTERMEDIATE CHAIN 2, CYTOSOLIC (LIC53/55) 
(LIC-2).//0.25:124:28//RATTUS NORVEGICUS (RAT) . //Q62698 
F-NT2RP2001440//14-3-3 PROTEIN GAMMA (PROTEIN KINASE C INHIBITOR PROTEIN 
-1) (KGrP-l) J/4.8e-62:145:90//RATT-US NORVEGICUS (RAT). //P35214 
F-NT2RP2001445 

F-NT2RP2001449//CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 100 KD 
SUBUNIT (CPSF 100 KD SUBUNIT) .//9.5e-118:226:95//B0S TAURUS (BOVINE). //Q 
10568 

F-NT2RP2001450 

F-NT2RP2001467//SHORT NEUROTOXIN 1 (TOXIN V-II-1) .//1.0:25:40//BUNGARUS 

FASCIATUS (BANDED KRAIT) .//P10808 

F-NT2RP2001506 

F-NT2RP2001511//HYPOTHETICAL 115.4 KD PROTEIN ZK757.3 IN CHROMOSOME III. 
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//0.49:124:29//CAENORHABDITIS ELEGANS.//P34681 

■F-NT2RP2001520//VITAMIN D-DEPENDENT CALCIUM-BINDING PROTEIN, INTESTINAL 
(CABP) (CALBINDIN D9K) .//0.035:7l:33//HOMO SAPIENS (HUMAN) . //P29377 
F-NT2RP2001526 

F-NT2RP2001536//METALL0THIONEIN-I (MT-1) . 7/1. 0:19: 42//C0LUMBA LIVIA (DOM 
ESTIC PIGEON). //P15786 

F-NT2RP2001560//CUTICLE COLLAGEN 12 PRECURSOR.//0. 0018: 144: 35//CAEN0RHAB 
DITIS ELEGANS.//P20630 

F-NT2RP200I569// ! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//2.7e-31:102:67 
^ //HOMO SAPIENS (HUMAN) .//P39194 

F-NT2RP2001576//SMP3 PROTEIN.//0.00016:75:36//SACCHAROMYCES CEREVISIAE ( 
BAKER' S YEAST) .//Q04174 

F-NT2RP2001581//TRANSMEMBRANE PROTEIN SEX PRECURSOR. //O. 040: 46 :36//H0M0 
SAPIENS (HUMAN). //P51805 

F-NT2RP2001597//PROBABLE E4 PROTE I N.//0. 00042:1 13 :34//HUMAN PAPILLOMAVIR 

US TYPE 5.//P06924 

F-NT2RP2001601 

F-NT2RP2001613//HOMEOBOX PROTEIN SAX-1 (CHOX-3) (FRAGMENT) .//O. 14: 59: 32/ 
/GALLUS GALLUS (CHICKEN) .//P19601 

F-NT2RP200 16287/ A-AGGLUT INI N ATTACHMENT SUBUNIT PRECURSOR. //O. 056: 140: 33 
//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P32323 

F-NT2RP2001634//ALPHA-CATENIN.//7.1e-12:152:35//DROSOPHILA MELANOGASTER 
(FRUIT FLY).//P35220 

F-NT2RP2001660//HYPOTHETICAL 80.4 KD PROTEIN IN SMC3-MRPL8 INTERGENIC RE 
GION.//0.43:119:26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P40358 
F-NT2RP2001663//ALPHA ENOLASE (EC 4.2.1.11) (2-PHOSPHO-D-GLYCERATE HYDRO 
-LYASE) (NON- NEURAL ENOLASE) (NNE) (PHOSPHOPYRUVATE HYDRATASE) .//1.2e-2 
6:126:56//H0M0 SAPIENS (HUMAN) . //P06733 

F-NT2RP2001675//HYPOTHETICAL 107.7 KD PROTEIN IN RPSO 5' REGION (ORFl).// 
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0.25: 148: 25//CAMPYL0BACTER JEJUNI . //Q46089 

F-NT2RP2001677//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP25) (FRA 
GMENT).//0.010:101:31//RATTUS NORVEGICUS (RAT) .//P10164 
F-NT2RP2001678//!!!! ALU SUBFAMILY J WARNING ENTRY ! 1 1 !//2.6e-18:83:61// 

HOMO SAPIENS (HUMAN). //P39188 

F-NT2RP2001699//PROTEIN C14.//0.98:5l:31//VACCINIA VIRUS (STRAIN COPENHA 
GEN). //P2 1045 

F-NT2RP2001720//MEROZOITE SURFACE ANTIGEN 2 PRECURSOR (MSA-2) (ALLELIC F 
ORM 1).//0.16:145:30//PLASMODIUM FALCIPARUM (ISOLATE CAMP / MALAYSIA).// 
Q99317 

F-NT2RP2001721//MALE-SPECIFIC LETHAL-2 PROTEIN.//0.00090:48:39//DROSOPHI 
LA MELANOGASTER (FRUIT FLY) . //P50534 

F-NT2RP2001740//ANNEXIN VII (SYNEXIN) (FRAGMENT) .//O. 50:43 :25//B0S TAURU 
S (B0VINE).//P20072 

F-NT2RP2001748//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: P 
EPTIDE P-D] (FRAGMENT). //O. 77:1 11 :28//H0M0 SAPIENS (HUMAN) .//P10162 

F-NT2RP2001762 

F-NT2RP2001813//PHOTOSYSTEM I REACTION CENTRE SUBUNIT VIII (PSI-I) .//l.O 
:22:40//PICEA ABIES (NORWAY SPRUCE) (PICEA EXCELSA) .//047040 
F-NT2RP2001839//SCyi PROTEIN. //6.8e-17:204:27//SACCHAROM¥CES- CEREVISIAE 
(BAKER'S YEAST). //P53009 

F-NT2RP2001861//D15KZ1 PROTEIN (FRAGMENT) .//O. 31:56 :39//MUS MUSCULUS (MO 
USE). //Q6 1466 

F-NT2RP2001869//CORNEODESMOSIN (S PROTEIN) (FRAGMENT) .//O. 97:78 :30//SUS 
SCROFA (PIG).//019084 

F-NT2RP2001876//ALLOGRAFT INFLAMMATORY FACTOR-1 (AIF-1) (IONIZED CALCIUM 
BINDING ADAPTER MOLECULE 1) .//3.5e-36: 106:66//HOMO SAPIENS (HUMAN). //P5 
5008 

F-NT2RP2001883//CATHEPSIN L (EC 3.4.22. 15) .//0.95:29:41//OVIS ARIES (SHE 
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EP).//Q10991 

F-NT2RP2001898//TYPE II INOSITOL-1 ,4,5-TRISPHOSPHATE 5-PHOSPHATASE PRECU 
RSOR (EC 3.1.3.56) (5PTASE) (FRAGMENT) .//I. 6e-84: 185: 88//H0M0 SAPIENS (H 
UMAN).//P32019 

F-NT2RP2001900//ACriN-LIKE PROTEIN ARP5.//1. le-17: 180:34//SACCHAROMYCES 
CEREVISIAE (BAKER'S YEAST) .//P53946 

F-NT2RP2001907//HYPHAL WALL PROTEIN 1 (CELL ELONGATION PROTEIN 2).//0.13 
:108:27//CANDIDA ALBICANS (YEAST) . //P46593 

F-NT2RP2001926//HYPOTHETICAL 7.6 KD PROTEIN YCF33.//0.55:57:26//CYANOPHO 

RA PARAD0XA.//P48273 

F-NT2RP2001936 

F-NT2RP2001943//HYPOTHETICAL 57.7 KD PROTEIN IN AIP1-CTF13 INTERGENIC RE 
GION.//1.8e-13:208:22//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//Q04305 
F-NT2RP200ig46//HYPOTHETICAL 13.0 KD PROTEIN IN ALGR3 3' REGION. //0. 59:76 
:28//PSEUD0M0NAS AERUGINOSA. //P2 1485 

F-NT2RP2001947//ZINC FINGER PROTEIN DAN (N03) .//O. 53:68 :29//RATTUS NORVE 
GICUS (RAT).//Q06880 

F-NT2RP200ig69//CHLOROPLAST 30S RIBOSOMAL PROTEIN S18.//0.0015:52:34//CH 
LORELLA VULGARIS. //P56353 

F-NT2RP2001976//DILUTE MYOSIN HEAVY CHAIN, NON-MUSCLE (MYOSIN 5A).//9.5e 
-07:201 :22//MUS MUSCULUS (MOUSE) .//Q99104 

F-NT2RP2001985//PROLINE-RICH PROTEIN MP-2 PRECURSOR. //O. 016: 90 :32//MUS M 
USCULUS (MOUSE). //P05142 

F-NT2RP2001991//SODIUM- AND CHLORIDE-DEPENDENT TRANSPORTER NTT73.//8.0e- 
14:47:76//RATTUS NORVEGICUS (RAT) . //Q08469 

F-NT2RP2002025//NG-CAM RELATED CELL ADHESION MOLECULE PRECURSOR (NR-CAM) 

(BRAVO).//2.9e-30:211:42//GALLUS GALLUS (CHICKEN) .//P35331 
F-NT2RP2002032//FLOCCULANT-ACTIVE PROTEINS M02.1 AND M02. 2. 7/0.23:20:40/ 
/MORINGA OLEIFERA (HORSERADISH TREE) (MORINGA PTERYGOSPERMA) . //P24303 
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F-NT2RP2002033//! ! ! ! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//0.88:27:62//H0 

MO SAPIENS (HUMAN). //P39193 

F-NT2RP2002041 

F-NT2RP2002046//MATING PROCESS PROTEIN MID2 (SERINE-RICH PROTEIN SMSl) ( 
PROTEIN KINASE A INTERFERENCE PROTEIN) .//I. 0:85: 31//SACCHAR0MYCES CEREVI 
SUE (BAKER'S YEAST). //P36027 
F-NT2RP2002047 

F-NT2RP2002058//DOM34 INTERACTING PROTEIN 2.//9.4e-25: 165:34//SACCHAR0MY 

CES CEREVISIAE (BAKER'S YEAST) . //Q12220 

F-NT2RP2002066//TIGHT JUNCTION PROTEIN ZO-1 (TIGHT JUNCTION PROTEIN 1)./ 
/5.7e-12:108:41//HOMO SAPIENS (HUMAN) . //Q07157 

F-NT2RP2002070/./CYTOCHROME C OXIDASE POLYPEPTIDE II (EC 1.9.3.1) (FRAGME 
NT).//0.88:28:50//ASTERINA PECTINIFERA (STARFISH) .//P11958 
F-NT2RP2002076//TRP-ASP REPEATS CONTAINING. PROTEIN RBA-2.//0. 0031:124:27 
//CAENORHABDITIS ELEGANS.//P90916 

F-NT2RP2002078//KERATIN, GLYCINE/TYROSINE-RICH OF HAIR.//0.82:30:40//0VI 
S ARIES (SHEEP). //Q02958 

F-NT2RP2002079//0UTER DENSE FIBER PROTEIN. //0.34:41:39//H0M0 SAPIENS (HU 
MAN).//Q14990 

F-NT2RP2002099//HETEROGENOUS NUCLEAR RIBONHCLEOPROTEIN U (HNRNP U)://.5.2 - - 
e-08:81:48//HOMO SAPIENS (HUMAN) .//Q00839 

F-NT2RP2002105//COLLAGEN 1(X) CHAIN PRECURSOR. //O. 0012: 100: 34//B0S TAURU 
S (BOVINE). //P23206 

F-NT2RP2002124//EARLY GROWTH RESPONSE PROTEIN 1 (EGR-1) (KR0X24) (TRANSC 
RIPTION FACTOR ETR103) (ZINC FINGER PROTEIN 225) (AT225) .//0.74:72:31//H 
OMO SAPIENS (HUMAN). //P18146 

F-NT2RP2002137//NEUROTOXIN B-II.//1.0:27:44//CEREBRATULUS LACTEUS (MILKY 

RIBBON W0RM).//P01526 
F-NT2RP2002154//GALECTIN-3 (GALACTOSE-SPECIFIC LECTIN 3) (MAC-2 ANTIGEN) 
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(IGE-BINDING PROTEIN) (35 KD LECTIN) (CARBOHYDRATE BINDING PROTEIN 35) 
(CBP 35) (LAMININ-BINDING PROTEIN) (LECTIN L-29) (L-34 GALACTOSIDE-BINDI 
NG LECTIN). //0.0029:112:34//MUS MUSCULUS (MOUSE) .//P161 10 
F-NT2RP2002172 

F-NT2RP2002185//UBIQUITIN-LIKE PROTEIN DSK2.//1 .8e-07:87:40//SACCHAROMYC 

ES CEREVISIAE (BAKER'S YEAST) .//P48510 

F-NT2RP2002192 

F-NT2RP2002193//CUTICLE COLLAGEN 40.//0.0062:70:37//CAENORHABDITIS ELEGA 
NS.//P34804 

F-NT2RP2002208//PEROXISOME ASSEMBLY PROTEIN PEXIO (PEROXIN-10) .//O. 00011 

:45:40//HOMO SAPIENS (HUMAN) . //060683 

F-NT2RP2002219 

F-NT2RP2002231//V-TYPE SODIUM ATP SYNTHASE SUBUNIT E (EC 3.6.1.34) (NA(+ 
)- TRANSLOCATING ATPASE SUBUNIT E) .//1.0:68:32//ENTEROCOCCUS HIRAE.//P43 
436 

F-NT2RP2002235// INFECTED CELL PROTEIN ICP34.5 (NEUROVIRULENCE FACTOR ICP 
34.5) . 7/0.0022:66 :45//HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN CVG-2).//P37 
318 

F-NT2RP2002252//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7 
.6) (RPBl) (FRAGMENT) . //O » 071 : 1 10 : 31//CRICETULUS GRISEUS (CHINESE HAMSTE 
R).//P11414 

F-NT2RP2002256//CYTOCHROME P450 26 (EC 1.14.-.-) (RETINOIC ACID-METABOLI 
ZING CYTOCHROME) (P450RAI) (RETINOIC ACID 4-HYDROXYLASE) .//3.1e-31:75:84 
//MUS MUSCULUS (MOUSE) .//055 127 

F-NT2RP2002259//L-MYC-1 PROTO-ONCOGENE PROTEIN. //I. 9e-17:41:90//HOMO SAP 
lENS (HUMAN). //P12524 

F-NT2RP2002270//HYP0THETICAL 26.0 KD PROTEIN IN CYB5-LEU4 INTERGENIC REG 
I0N.//2.1e-27:164:36//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P53930 
F-NT2RP2002292//IMMEDIATE-EARLY PROTEIN RSP40.//0.018: 107:23//PSEUDORABI 
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ES VIRUS (STRAIN KAPLAN) (PRV) . //P24827 

F-NT2RP2002312//PH0SPHATIDATE CYTIDYLYLTRANSFERASE (EC 2.7,7.41) (CDP-DI 
GLYCERIDE SYNTHETASE) (CDP-DIGLYCERIDE PYROPHOSPHORYLASE) (CDP-DIACYLGLY 
CEROL SYNTHASE) (CDS) (CTP:PHOSPHAT I DATE CYTIDYLYLTRANSFERASE) (CDP-DAG 
SYNTHASE). //I. 4e-52:174:55//H0M0 SAPIENS (HUMAN) .//Q92903 
F-NT2RP2002316//HI STONE HI . C6/H1 . C9 . //I . 0 : 40 : 40//TRYPAN0S0MA CRUZ I . //P40 
269 

F-NT2RP2002325//PEROXISOMAL MEMBRANE PROTEIN PMP30A (PMP31) (PEROXIN-llA 
).//2.2e-06:145:26//CANDIDA BOIDINII (YEAST) . //Q00316 

F-NT2RP2002333//HYPOTHETICAL 39.1 KD PROTEIN IN RNPB-SOHA INTERGENIC REG 
ION (ORF 3).//0.30:86:32//ESCHERICHIA COLI .//P23524 

F-NT2RP2002373//SYNAPSINS lA AND IB.//0.080: 145:31//B0S TAURUS (BOVINE). . 

//P17599 

F-NT2RP2002385//ENV POLYPROTEIN PRECURSOR (COAT POLYPROTEIp [CONTAINS: 
KNOB PROTEIN GP70; SPIKE PROTEIN P15E; R PROTEIN] .//O. 02 1:66: 28//M INK CE 
LL FOCUS-FORMING MURINE LEUKEMIA VIRUS (ISOLATE CI-3) .//P03388 
F-NT2RP2002394 

F-NT2RP2002408/ /COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS) .//O. 00030: 107:37// 

BOS TAURUS (BOVINE).//P02453 

F-NT2RP200242& 

F-NT2RP2002439//CIRCUMSPOROZOITE PROTEIN PRECURSOR (CS) .//O. 00032: 79: 32/ 
/PLASMODIUM BERGHEI (STRAIN ANKA) . //P23093 

F-NT2RP2002442//HESA PROTEIN. //6.0e-16: 163:30//PLECTONEMA B0RYANUM.//P46 
037 

F-NT2RP2002457 

F-NT2RP2002464//HYPOTHETICAL 60.7 KD PROTEIN C56F8.17C IN CHROMOSOME I./ 
/9.3e-18:165:32//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q10264 
F-NT2RP2002475//CYSTEINE-RICH HEART PROTEIN (HCRHP) .//O. 91:45 :35//H0M0 S 
APIENS (HUMAN). //P50238 
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F-NT2RP2002479//ATP-BINDING CASSETTE TRANSPORTER 7 PRECURSOR (ABC TRANSP 
ORTER 7 PROTEIN). //6.8e-96: 186 :94//H0M0 SAPIENS (HUMAN) .//075027 
F-NT2RP2002498//HYPOTHETICAL MERCURIC RESISTANCE PROTEIN MERC. //O. 65: 37: 
45//PSEUD0M0NAS AERUGINOSA. //P04139 

F-NT2RP2002503//ZINC FINGER PROTEIN 45 (BRC1744) .//1.3e-31:124:59//H0M0 
SAPIENS (HUMAN). //Q02386 

F-NT2RP2002504//NUCLEAR PORE COMPLEX PROTEIN NUP155 (NUCLEOPORIN NUP155) 
(155 KD NUCLEOPORIN) . (P140). //I. 2e-123: 240: 92//RATTUS NORVEGICUS (RAT). 
//P37199 

® F-NT2RP2002520//ACIDIC PROLINE-RICH PROTEIN HP43A PRECURSOR. //O. 94: 83: 28 
//MESOCRICETUS AURATUS (GOLDEN HAMSTER) .//P06680 

F-NT2RP2002537//HYP0THETICAL 55.1 KD PROTEIN B0416.5 IN CHROMOSOME X.//4 

. 0 e- 1 0 : 1 94 : 23/ /CAENORHABD I T I S ELEGANS . / /Q 1 1 073 

F-NT2RP2002546 

F-NT2RP2002549//G2/MIT0TIC-SPECIFIC CYCLIN C13-1 (A-LIKE CYCLIN) (FRAGME 
NT).//0.98:65:30//DAUCUS CAROTA (CARROT) .//P25010 

F-NT2RP2002591//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//2.6e 
-19:60:61//H0M0 SAPIENS (HUMAN) .//P51523 

F-NT2RP2002595//ANNEXIN VII (SYNEXIN) .//1.2e-15:121:49//XEN0PUS LAEVIS ( 
AFRICAN CLAWED FROG). //Q92125 

F-NT2RP2002606//PROTEIN TRANSPORT PROTEIN SEC2.//0.00034:98:31//SACCHARO 
MYCES CEREVISIAE (BAKER'S YEAST) .//P17065 

F-NT2RP2002609//HYPOTHETICAL 52.0 KD PROTEIN IN CLB6-SPT6 INTERGENIC REG 
ION. //O. 00022: 79 :39//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P53264 
F-NT2RP2002618//PROTEIN ARGININE N-METHYLTRANSFERASE 1 (EC 2.1.1.-) .//6. 
2e-37:180:44//RATTUS NORVEGICUS (RAT) .//Q63009 

F-NT2RP2002621//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 5 (EC 1.6.5.3) (FRA 
GMENT).//0.98:37:35//LEMUR CATTA (RING-TAILED LEMUR) . //Q34879 
F-NT2RP2002643// INFECTED CELL PROTEIN ICP34.5 (NEUROVIRULENCE FACTOR ICP 
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34.5).//0.042:77:32//HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN MGH-10) .//P37 
319 

F-NT2RP2002672//PROTEIN Q300.//0. 0018:41 :43//MUS MUSCULUS (MOUSE) . //Q027 
22 

F-NT2RP2002701//HYp6tHETICAL 72.5 KD PROTEIN C2F7.10 IN CHROMOSOME I.//3 
.6e-17:100:42//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q09701 
F-NT2RP2002706//IMMEDIATE-EARLY PROTEIN IE180.//0. 00027: 139:33//PSEUD0RA 
BIES VIRUS (STRAIN KAPLAN) (PRV) . //P33479 

F-NT2RP2002710//SH3-BINDING PROTEIN 3BP-l.//6.9e-09:96:40//MUS MUSCULUS 
(MOUSE). //P55194 

F-NT2RP2002727//TUBERIN (TUBEROUS SCLEROSIS 2 HOMOLOG PROTEIN) .//3.6e-20 
:160:36//RATTUS NORVEGICUS (RAT) .//P49816 

F-NT2RP2002736 
F-NT2RP2002740 

F-NT2RP2002741//RH01 GDP-GTP EXCHANGE PROTEIN 2.//2.0e-07: 178:28//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) .//P51862 

F-NT2RP2002750//!!!! ALU SUBFAMILY SB2 WARNING ENTRY ! ! ! !//1.6e-09:43:72 
//HOMO SAPIENS (HUMAN) .//P39191 

F-NT2RP2002752//LOW CALCIUM RESPONSE LOCUS PROTEIN T.//0.95:33:39//YERSI 
NIA PSEUDGTUBERCULOSIS.//Q00932 

F-NT2RP2002753//ENDOGLUCANASE EG-1 PRECURSOR (EC 3.2.1.4) (ENDO-1 ,4-BETA 
-GLUCANASE) (CELLULASE) .//O. 71:78 :33//TRICH0DERMA L0NGIBRACHIATUM.//Q127 
14 

F-NT2RP2002769//50 KD SPICULE MATRIX PROTEIN PRECURSOR. //O. 44: 76 :32//STR 
ONGYLOCENTROTUS PURPURATUS (PURPLE SEA URCHIN) . //PI 1994 
F-NT2RP2002778 

F-NT2RP2002800//CRAMBIN.//0.99:20:50//CRAMBE ABYSSINICA (ABYSSINIAN CRAM 
BE).//P01542 

F-NT2RP2002839//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONE CP7) [CON 
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TAINS: BASIC PEPTIDE P-F] (FRAGMENT) . //0.010:87:31//H0M0 SAPIENS (HUMAN) 
.//P02812 

F-NT2RP2002857//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP33).//0. 
00018:57:45//RATTUS NORVEGICUS (RAT) .//P04474 

F-NT2RP2002862//HYPOTHETICAL 27.1 KD PROTEIN UFD4-CAP1 INTERGENIC REGION 
.//7.2e-27:l40:40//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P33201 
F-NT2RP2002880//DNA REPAIR PROTEIN RAD32.//0.83:67:28//SCHIZOSACCHAROMYC 
ES POMBE (FISSION YEAST) . //QO 9683 

F-NT2RP2002891//HOMEOBOX PROTEIN DLX-2 (DLX-5) (FRAGMENT) .//O. 99: 70: 24// 
RATTUS NORVEGICUS (RAT) . //Q64204 

F-NT2RP2002925//ALPHA-1D ADRENERGIC RECEPTOR (ALPHA ID-ADRENOCEPTOR) (AL 
PHA-IA ADRENERGIC RECEPTOR) .//O. 31:48 :43//H0M0 SAPIENS (HUMAN) .//P25100 

F-NT2RP2002928//CELL DIVISION CONTROL PROTEIN 40.//2.8e-26: 142:42//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST) .//P40968 

F-NT2RP2002929//HYPOTHETICAL 46.2 KD TRP-ASP REPEATS CONTAINING PROTEIN 
D2013.2 IN CHROMOSOME II.//2.0e-31:186:35//CAEN0RHABDITIS ELEGANS.//Q189 
64 

F-NT2RP2002939//ADENYLATE CYCLASE, TYPE V (EC 4.6.1.1) (ATP PYROPHOSPHAT 
E-LYASE) (CA(2+)-INHIBITABLE ADENYLYL CYCLASE) .//O. 0022: 98: 39//CAN IS FAM 
- ILIARIS (D0G).//P30803 - 

F-NT2RP2002954//U2 SMALL NUCLEAR RIBONUCLEOPROTEIN A' (U2 SNRNP-A' ) .//O. 
0019:107:30//ARABIDOPSIS THALIANA (MOUSE-EAR CRESS) . //P43333 
F-NT2RP2002959//UBIQUITIN-CONJUGATING ENZYME E2-17 KD 2 (EC 6.3.2.19) (U 
BIQUITIN- PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2(17)KB 2).//2.8 
e-1 1:33: 81 //HOMO SAPIENS (HUMAN), MUS MUSCULUS (MOUSE), RATTUS NORVEGICU 
S (RAT), AND XENOPUS LAEVIS (AFRICAN CLAWED FROG) .//P51669 
F-NT2RP2002979 

F-NT2RP2002980//30S RIBOSOMAL PROTEIN S10.//l.le-09:98:36//MYCOPLASMA CA 
PRICOLUM.//P10129 
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F-NT2RP2002986//RING CANAL PROTEIN (KELCH PROTEIN) . //I . le-19: 141 :39//DR0 
SOPHILA MELANOGASTER (FRUIT FLY) . //Q04652 

F-NT2RP2002987//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//1.3e-07:78:47/ 
/HOMO SAPIENS (HUMAN) . //P39192 

F-NT2RP2002993//DNA-DIRECTED RNA POLYMERASE I 135 KD POLYPEPTIDE (EC 2.7 
.7.6) (RNA POLYMERASE I SUBUNIT 2) (RPA135) (RNA POLYMERASE I 127 KD SUB 
UNIT).//8.0e-77:165:85//RATTUS NORVEGICUS (RAT) . //054888 
F-NT2RP2003000//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!! !//2. 86-19:62:64/ 
/HOMO SAPIENS (HUMAN) . //P39194 
^ F-NT2RP2003034//HYP0THETICAL PROTEIN HI1458.//1.0:42:35//HAEMOPHILUS INF 
LUENZAE.//P44204 

F-NT2RP2003073//!!!! ALU SUBFAMILY SB WARNING ENTRY !!! !//0. 0051:16:87// 

HOMO SAPIENS (HUMAN) . //P39189 

F-NT2RP2003099 

F-NT2RP2003108//BASIC PROLINE-RICH PEPTIDE IB-1.//0. 84:47:34/ /HOMO SAPIE 
NS (HUMAN). //P04281 

F-NT2RP2003117 

F-NT2RP2003121//HYPOTHETICAL 96.7 KD PROTEIN IN STE2-FRS2 INTERGENIC REG 
ION.//9.0e-08:99:29//SACCHAROMYCES CEREVISIAE (BAKER' S. YEAST) . //P43572 

W 

- F-NT2RP2003125//TRANSCR-IPTrON REGULATOR PROTEIN BACH2 (BTB AND CNC HOMOL 
OG 2).//9.2e-08:134:28//NUS MUSCULUS (MOUSE) .//P97303 
F-NT2RP2003129 

F-NT2RP2003137//UB IQU ITI N . //3 . 4e-06 : 70 : 30//NEUROSPORA CRASSA . //P131 17 
F-NT2RP2003157//HYPOTHETICAL 37.0 KD PROTEIN B0495.8 IN CHROMOSOME II.// 
7 . 8e-13 : 84 :40//CAENORHABD I T I S ELEGANS . //Q09217 

F-NT2RP2003158//26S PROTEASOME REGULATORY SUBUNIT S3 (PROTEASOME SUBUNIT 

P58).//3.1e-65:155:84//H0M0 SAPIENS (HUMAN) . //043242 
F-NT2RP2003161//PROLINE-RICH PROTEIN MP-2 PRECURSOR. //O. 0011: 59 :42//MUS 
MUSCULUS (MOUSE). //P05142 
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F-NT2RP2003164//ZYX I N . //0 . 0037 : 85 : .36//MUS MUSCULUS (MOUSE) . //Q62523 
F-NT2RP2003165//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! 1//1 .2e-24:77:64/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-NT2RP2003177//MALE SPECIFIC SPERM PROTEIN MST84DB.//0.55:38:39//DROS0P 
HILA MELANOGASTER (FRUIT FLY) . //Q01643 

F-NT2RP2003194//HYPOTHETICAL 12.5 KD PROTEIN ZK637.2 IN CHROMOSOME III./ 
/2 . 3e-14 : 87 : 37//CAEN0RHABDI TI S ELEGANS . //P30629 

F-NT2RP2003206//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 3 (EC 1.6.5.3) .//I. 

0:100:28//DIDELPHIS MARSUPIALIS VIRGINIANA (NORTH AMERICAN OPOSSUM) . //P4 
^ 1306 

F-NT2RP2003228//DNA REPLICATION LICENSING FACTOR MCM4 (CDC21 HOMOLOG) (P 
l-CDC21).//9.3e-82:211:81//H0M0 SAPIENS (HUMAN) . //P33991 
F-NT2RP2003230//SEC14 CYTOSOLIC FACTOR (PHOSPHATIDYL I NOS I TOL/PHOSPHAT I DY 
LCHOLINE TRANSFER PROTEIN) (PI/PC TP) .//1.0:51:31//CANDIDA GLABRATA (YEA 
ST) (TORULOPSIS GLABRATA) . //P53989 

F-NT2RP2003237//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//5. le-44:66:84/ 
/HOMO SAPIENS (HUMAN) . //P39194 

F-NT2RP2003243//M PROTEIN, SEROTYPE 5 PRECURSOR. //O. 027: 204 :23//STREPT0C 
OCCUS PYOGENES. //P02977 

W 

' F-NT2RP2003265//BP4A PROTEIN. //O. 95:35 :34//BRASSICA NAPUS (RAPE) , //P4150 
5 

F-NT2RP2003272//ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) (F 
RAGMENT).//5.5e-06:78:35//BRASSICA NAPUS (RAPE) .//P40603 
F-NT2RP2003277//NAM7 PROTEIN (NONSENSE-MEDIATED MRNA DECAY PROTEIN 1) (U 
P-FRAMESHIFT SUPPRESSOR 1) .//1.9e-19:145:43//SACCHAR0MYCES CEREVISIAE (B 
AKER'S YEAST). //P30771 
F-NT2RP2003280 

F-NT2RP2003286//RNA 3' -TERMINAL PHOSPHATE CYCLASE (EC 6.5.1.4) (RNA-3' -P 
HOSPHATE CYCLASE) (RNA CYCLASE) .//2.1e-32:137:42//SACCHAR0MYCES CEREVISI 
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AE (BAKER'S YEAST) .//Q08096 

F-NT2RP2003293//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFl).//7.7e 
-12:175:33//H0M0 SAPIENS (HUMAN) .//P51522 

F-NT2RP2003295//PTB-ASSOCIATED SPLICING FACTOR (PSF) .//0.055:44:45//HOMO 

SAPIENS (HUMAN). //P23246 
F-NT2RP2003297 

F-NT2RP2003307//KINESIN LIGHT CHAIN (KLC) .//2.0e-18:87:49//RATTUS NORVEG 
ICUS (RAT).//P37285 

F-NT2RP2003308//CROOKED NECK PROTEIN. //2. le-91:244:67//DR0S0PHILA MELANO 
GASTER (FRUIT FLY) .//P17886 

F-NT2RP2003329//HYPOTHETICAL 54.9 KD PROTEIN C02F5.7 IN CHROMOSOME III./ 
/5.8e-57: 186:55//CAEN0RHABDITIS ELEGANS.//P34284 

F-NT2RP2003339//SHORT NEUROTOXIN 1 (NEUROTOXIN ALPHA) .//O. 98: 11:72//DEND 
ROASPIS POLYLEPIS POLYLEPIS (BLACK MAMBA) .//P01416 

F-NT2RP2003347//60S RIBOSOMAL PROTEIN L38.//0.83:42:33//0STERTAGIA OSTER 
TAG I. //06 1570 

F-NT2RP2003367//SYNERGISTIC-TYPE VENOM PROTEIN C9S3, CHAIN 1. //I. 0:37:35 
//DENDROASPIS ANGUSTICEPS (EASTERN GREEN MAMBA) .//P01408 
F-NT2RP2003391//MRNA TRANSPORT REGULATOR MTR10.//3.3e-ll:229:24//SACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST). /7Q99189 

F-NT2RP2003393//PROTOCHLOROPHYLLIDE REDUCTASE CHLB SUBUNIT (EC 1.3.1.33) 
(NADPH- PROTOCHLOROPHYLLIDE OXIDOREDUCTASE CHLB SUBUNIT) (FRAGMENT) .//O 
. 94 : 29 : 34// ARAUCAR I A HETEROPHYLLA . //P37843 
F-NT2RP2003394 

F-NT2RP2003401//60 KD CHAPERONIN (PROTEIN CPN60) (GROEL PROTEIN) .//O. 95: 
125:28//THERMUS AQUATICUS (SUBSP. THERMOPHILUS) .//P45746 
F-NT2RP2003433//PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT. //9.8e-78: 
178:84//RATTUS NORVEGICUS (RAT) . //P38378 
F-NT2RP2003445 
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F-NT2RP2003446//HYPOTHETICAL PROTEIN E-1 15. //O. 00030: 106: 33//HUMAN ADENO 
VIRUS TYPE 2.//P03290 

F-NT2RP2003456//PHOTOSYSTEM II REACTION CENTRE M PROTEIN. //I. 0:27:51//MA 
RCHANTIA POLYMORPHA (LIVERWORT) .//P12168 

F-NT2RP2003466//LINOLEOYL-COA DESATURASE (EC 1.14.99.25) (DELTA (6)-DESAT 
URASE).//6.7e-06:108:32//SYNECHOCYSTIS SP. (STRAIN PCC 6803) .//Q08871 
F-NT2RP2003480//TRANSCRIPTION FACTOR BF-2 (BRAIN FACTOR 2) (BF2) (CBF-2) 

(T-14-6).//7.2e-15:38:50//GALLUS CALLUS (CHICKEN) .//Q98937 
F-NT2RP2003499//5E5 ANTIGEN. //O. 090: 114:32//RATTUS NORVEGICUS (RAT).//Q6 
3003 

F-NT2RP2003506//NADPH-CYTOCHROME P450 REDUCTASE (EC 1.6.2.4) (CPR).//2.0 
e-ll:91:43//SUS SCROFA (PIG) .//P04175 

F-NT2RP2003511//PARAMYOSIN, SHORT FORM (MIMIPARAMYOSIN) .//O. 0020: 108:25/ 
/DROSOPHILA MELANOGASTER (FRUIT FLY) .//P35416 

F-NT2RP2003513//PTB-ASSOCIATED SPLICING FACTOR (PSF) .//I.2e-05:96:36//H0 
. MO SAPIENS (HUMAN). //P23246 

F-NT2RP2003517//HYPOTHETICAL 12.9 KD PROTEIN CY49.27.//0. 0059:22:31//MYC 
OBACTERIUM TUBERCULOSIS. //Q10696 
^ F-NT2RP2003522//HYPOTHETICAL 10.0 KD PROTEIN. //I .0:65: 30//THERMOPROTEUS 
TENAX VIRUS 1 (STRAIN KRAI) (TTVl) ./7P19283 

F-NT2RP2003533//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//8,7e-18:94:54//H0 
MO SAPIENS (HUMAN). //P08547 

F-NT2RP2003543//SYNAPSINS lA AND IB.//0..045: 101:35//RATTUS NORVEGICUS (R 
AT).//P09951 

F-NT2RP2003559//ITBA2 PROTEIN (DXS9879E) .//O. 98:37 :37//H0M0 SAPIENS (HUM 
AN).//Q14657 

F-NT2RP2003564//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A) 
) (RO (SS-A) ).//6.4e-35: 175 :44//H0M0 SAPIENS (HUMAN) .//P19474 
F-NT2RP2003567//HYPOTHETICAL 11.2 KD PROTEIN T18D3.7 IN CHROMOSOME X.//0 
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.72:82 :34//CAEN0RHABDIT IS ELEGANS. //Q22544 

F-NT2RP2003581//HOMEOBOX PROTEIN OTXl.//0.90:6l:37//MUS MUSCULUS (MOUSE) 
.//P80205 

F-NT2RP2003596//ELONGATION FACTOR P (EF-P) .//0.83:81:32//MYCOPLASMA GENI 
TALIUM.//P47272 

F-NT2RP2003604//ALPHA-CATENIN.//1.5e-ll:152:33//DR0S0PHILA MELANOGASTER 
(FRUIT FLY).//P35220 

F-NT2RP2003629//PHOSPHOLIPASE A2 ALPHA (EC 3.1.1.4) (PHOSPHATIDYLCHOLINE 
2-ACYLHYDROLASE).//0.97:85:27//CROTALUS ADAMANTEUS (EASTERN DIAMONDBACK 
RATTLESNAKE) .//P00623 

F-NT2RP2003643//ACYLNEURAMINATE CYTIDYLYLTRANSFERASE (EC 2.7.7.43) (CMP- 

N- ACETYLNEURAMINIC ACID SYNTHETASE) (CMP-NEUNAC SYNTHETASE) (CMP-SIALIC 
ACID SYNTHETASE) .//3.9e-12:84:40//NEISSERIA MENINGITIDIS. //Q57385 

F-NT2RP2003668// ! ! ! ! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//5.0e-33:74:81/ 

/HOMO SAPIENS (HUMAN) .//P391 95 

F-NT2RP2003687//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//5.7e-05: 40:67// 

HOMO SAPIENS (HUMAN) . //P39188 

F-NT2RP2003691//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//2.5e-37:56:67/ 
/HOMO SAPIENS (HUMAN) .//P391 94 

F-NT2RP2003702//HYPOTHETICAL OXIDOREDUCTASE IN INLA S'REGTON (EC 1.-.-.- 
) (ORFA).//1.3e-07:98:37//LISTERIA MONOCYTOGENES. //P25145 
F-NT2RP2003704//GAMMA-GLUTAMYLTRANSPEPTIDASE 5 PRECURSOR (EC 2.3.2.2) (G 
AMMA- GLUTAMYLTRANSFERASE 5) (GGT-REL) .//O. 66:23 :52//H0M0 SAPIENS (HUMAN 
).//P36269 

F-NT2RP2003706//GLUTAMYL AMINOPEPTIDASE (EC 3.4.11.7) (EAP) (AMINOPEPTID 
ASE A) (APA) (DIFFERENTIATION ANTIGEN GP160) .//1.2e-22:187:35//HOM0 SAPI 
ENS (HUMAN). //Q07075 

F-NT2RP2003713//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 6 (EC 3.1.2.15) (U 

BIQUITIN THIOLESTERASE 6) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 6) (DE 
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UBIQUITINATING ENZYME 6) (PROTO-ONCOGENE TRE-2) .//2.7e-06: 119:34//H0M0 S 
APIENS (HUMAN). //P35125 

F-NT2RP2003714//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTFIO) (HPF7 
) . //6 . 7e-27 : 68 : 75//H0M0 SAP I ENS (HUMAN) . //Q05481 

F-NT2RP2003727//HYP0THETICAL PROTEIN MG007 HOMOLOG.//0.64:110:30//MYCOPL 
ASMA PNEUMONIAE. //P75105 
. F-NT2RP2003737//UBIQUITIN-CONJUGATING ENZYME E2-17 KD 2 (EC 6.3.2.19) (U 
BIQUITIN- PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2(17)KB 2). //I. 2 
e-72:147:90//HOMO SAPIENS (HUMAN), MUS MUSCULUS (MOUSE), RATTUS NORVEGIC 
^ US (RAT), AND XENOPUS LAEVIS (AFRICAN CLAWED FROG) .//P51669 

F-NT2RP2003751//EXTRACELLULAR GLOBIN PRECURSOR. //O. 67:68 :30//PSEUD0TERRA 
NOVA DECIPIENS (COD WORM) .//P26914 

F-NT2RP2003760//COATOMER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAMMA-COP). 
//I. Oe-98:235:82//BOS TAURUS (BOVINE) .//P53620 

F-NT2RP2003764//HYPOTHETICAL 29.3 KD PROTEIN (0RF92) .//0.011:69:34//0RGY 
lA PSEUDOTSUGATA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV) .//010341 
F-NT2RP2003769//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) . //I .0:33:36// 
EQUUS CABALLUS (HORSE) . //P48663 
_ F-NT2RP2003770//PHOSPHATE REGULON SENSOR PROTEIN PHOR (EC 2.7.3.-) (FRAG 
KENT) . //0 . 029 :"35 : 42//PSEUD0M0NAS AERUG I NOSA : 7/P23621 - - 
F-NT2RP2003777//HYP0THETICAL 82 KD AVIRULENCE PROTEIN IN AVRBS3 REGION./ 
/0.041:67:34//XANTHOMONAS CAMPESTRIS (PV. VESICAT0RIA).//P14728 
F-NT2RP2003781//HYPOTHETICAL 36.7 KD PROTEIN AH6.2 IN CHROMOSOME II. //4. 
7e-54:204:47//CAENORHABDITIS ELEGANS.//Q09201 

F-NT2RP2003793//PSEUDO-HEVEIN (MINOR HEVEIN) .//0.6l:30:36//HEVEA BRASILI 
ENSIS (PARA RUBBER TREE) . //P80359 

F-NT2RP2003825//ENDOTHELIN-1 PRECURSOR (ET-1) (FRAGMENT) .//I. 0:35: 37//CA 
NIS FAMILIARIS (DOG) . //P13206 

F-NT2RP2003840//HYPOTHETICAL 48.1 KD PROTEIN B0403.2 IN CHROMOSOME X.//2 
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.5e-05:80:38//CAEN0RHABDITIS ELEGANS.//Q11076 

F-NT2RP2003857//BACTERIOCIN MICROCIN B17 PRECURSOR (MCB17) .//0.54:28:50/ 
/ESCHERICHIA COLI .//P05834 

F-NT2RP2003859//DROSOCIN PRECURSOR. // 1.0: 37 :35//DR0S0PH I LA MELANOGASTER 

(FRUIT FLY).//P36193 

F-NT2RP2003871 

F-NT2RP2003885//CUTICLE PROTEIN 32 (LM-32) (LM-ACP 32) (FRAGMENT) .// 1.0: 
28:50//LOCUSTA MIGRATORIA (MIGRATORY LOCUST) .//PI 1736 

F-NT2RP2003912//SERINE/THREONINE-PROTEIN KINASE NEKl (EC 2.7.1.-) (NIMA- 
RELATED PROTEIN KINASE 1) .//4.8e-110:268:80//MUS MUSCULUS (MOUSE) .//P519 
54 • 
F-NT2RP2003952//AMINOPEPTIDASE B (EC 3.4.11.6) (ARGINYL AMINOPEPTIDASE) 
(ARGININE AMINOPEPTIDASE) (CYTOSOL AMINOPEPTIDASE IV) (AP-B) .//0.00024:9 
2:31//RATTUS NORVEGICUS (RAT) .//009175 

F-NT2RP2003968//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN) .//9. 
2e-05:101:36//XENOPUS LAEVIS (AFRICAN CLAWED FROG) . //P17437 
F-NT2RP2003976//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.7e-21:62:62// 
HOMO SAPIENS (HUMAN) .//P39188 

F-NT2RP2003981 //VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS8.//2.7e- 
08 : 165 : 22//SACCH.AR0MYCES CEREV I SI AE (BAKER'S YEAST). //P39702 " 
F-NT2RP2003984//UNC-87 PROTEIN. //O. 75:71:28/ /CAENORHABDITIS ELEGANS.//P3 
7806 

F-NT2RP2003986//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//5.3e-19:47:70/ 
/HOMO SAPIENS (HUMAN) .//P391 93 

F-NT2RP2003988// ! ! ! ! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//2.2e-18:80:58/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-NT2RP2004013//TRANSCRIPTION FACTOR BTF3 (RNA POLYMERASE B TRANSCRIPTIO 
N FACTOR 3).//1.0e-52:141:77//HOMO SAPIENS (HUMAN) .//P20290 
F-NT2RP2004014//MACROPHAGE INFLAMMATORY PR0TEIN-2-ALPHA (MIP2-ALPHA) (CI 
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NC-2-ALPHA).//0.99:45:26//RATTUS NORVEGICUS (RAT) . //Q10746 
F-NT2RP2004041//SYNAPSINS lA AND IB.//0.0022:51:37//B0S TAURUS (BOVINE). 
//P17599 

F-NT2RP2004042//CRUSTACEAN HYPERGLYCEMIC HORMONE PRECURSOR (CHH) (FRAGME 
NT).//1.0:49:28//PENAEUS VANNAMEI (PENOEID SHRIMP) (EUROPEAN WHITE SHRIM 
P).//Q26181 

F-NT2RP2004066//CALDESMON (CDM) .//2.9e-05: 175:21//GALLUS CALLUS (CHICKEN 
).//P12957 

F-NT2RP2004081 //CADM I UM-METALLOTH I ONEI N (CD-MT) . //O . 93 : 59 : 23//HELI X POMA 
TIA (ROMAN SNAIL) (EDIBLE SNAIL) .//P33187 

F-NT2RP2004098//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1) 
.//4.6e-09:121:30//HOMO SAPIENS (HUMAN) .//Q15404 

F-NT2RP2004124//NONHI STONE CHROMOSOMAL PROTEIN HMG-17.//0.068:63:31//GAL 
LUS GALLUS (CHICKEN) .//P02314 

F-NT2RP2004142//HYPOTHETICAL 59.1 KD PROTEIN IN VPS15-YMC2 INTERGENIC RE 
GION.//7.9e-05:94:28//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P38262 
F-NT2RP2004152//LAMIN L(I) .//0.25: 167:19//XEN0PUS LAEVIS (AFRICAN CLAWED 
FROG).//P09010 

F-NT2RP2004165//HYPOTHETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC R 
EGION.//0.0014: i24:31/7SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST) .//P53214 
F-NT2RP2004170//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//O. 012: 125:30//MUS 

MUSCULUS (MOUSE). //P05143 
F-NT2RP2004172//HYPOTHETICAL 105.7 KD PROTEIN IN TPK3-PIR1 INTERGENIC RE 
GI0N.//4.1e-26:214:35//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P36051 
F-NT2RP2004187//ZINC FINGER PROTEIN 174.//3.7e-12:76:47//H0M0 SAPIENS (H 
UMAN).//Q15697 

F-NT2RP2004194//HYPOTHETICAL 10.5 KD PROTEIN C31A2.13C IN CHROMOSOME I./ 
/0.0013:92:23//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q09730 
F-NT2RP2004196//METALLOTHIONEIN 10-11 (MT-IO-II) .//0.92:36:36//MYTILUS E 
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DULIS (BLUE MUSSEL). //P80247 

F-NT2RP2004207//MALE ACCESSORY GLAND SECRETORY PROTEIN 355A PRECURSOR.// 
0.92:62:35//DROSOPHILA SIMULANS (FRUIT FLY) . //P33737 " 

F-NT2RP2004226//66 KD STRESS PROTEIN (P66) .//0.030:113:26//PHYSARUM POLY 

CEPHALUM (SLIME MOLD). //P90587 

F-NT2RP2004232//PROTEIN KINASE C, MU TYPE (EC 2.7.1.-) (NPKC-MU) . //2. Oe- 
48:211 :51//H0M0 SAPIENS (HUMAN) .//Q15139 

F-NT2RP2004239//GLUTENIN, HIGH MOLECULAR WEIGHT SUBUNIT PW212 PRECURSOR. 
//O. 00038: lll:36//TRITICUM AESTIVUM (WHEAT) . //P08489 

F-NT2RP2004240//METALLOTHIONEIN-II (MT-II) (METALLOTH I ONE IN-LIKE PROTEIN 
) (MT-CE).//1.0:39:28//CAENORHABDITIS ELEGANS.//P17512 
F-NT2RP2004242//RAS-RELATED PROTEIN RGPl (GTP-BINDING REGULATORY PROTEIN 

RGP1).//0.0036:64:28//ORYZA SATIVA (RICE) .//P25766 
F-NT2RP2004245//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//I. 0:21:42// 
PONGO PYGMAEUS PYGMAEUS (BORNEAN ORANGUTAN) .//P92896 

F-NT2RP2004270//SPIDR0IN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT) .//O. 0002 
3:118:33//NEPHILA CLAVIPES (ORB SPIDER) . //P46804 

F-NT2RP2004300//PROBABLE E4 PROTEIN. //O. 18:77:40//HUMAN PAPILLOMAVIRUS T 

YPE 8.//P06425 

F-NT2RP2004316 

F-NT2RP2004321//HYPOTHETICAL 10.8 KD PROTEIN SSR2439.//1.0:50:28//SYNECH 
OCYSTIS SP. (STRAIN PCC 6803) .//Q01904 

F-NT2RP2004339//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//5.0e-33:84:77/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-NT2RP2004347//HYPOTHETICAL 40.9 KD PROTEIN F33H1.3 FROM CHROMOSOME II. 
//O . 78 : 96 : 30//CAENORHABDIT I S ELEGANS . //Q09556 

F-NT2RP2004364//MINOR OUTER CAPSID PROTEIN (NS26) (NONSTRUCTURAL PROTEIN 

VP9).//0.059:143:30//BOVINE ROTAVIRUS (STRAIN UK).//P04515 
F-NT2RP2004365//EAMZP30-47 PROTEIN (FRAGMENT) .//0.27:38:39//EIMERIA ACER 
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VULINA,//P21959 

F-NT2RP2004366//GLYCOPROTEIN L PRECURSOR. //0. 64: 71 : 28//MAREK' S DISEASE H 
ERPESVIRUS (STRAIN GA) (MDHV) .//P52510 

F-NT2RP2004373//HISTIDINE-RICH GLYCOPROTEIN PRECURSOR (HISTIDINE-PROLINE 
RICH GLYCOPROTEIN) (HPRG) (FRAGMENT) . //0.59:50:40//ORYCTOLAGUS CUNICULU 
S (RABBIT). //Q28640 

F-NT2RP2004389//HYPOTHETICAL 70.7 KD PROTEIN F09G8.3 IN CHROMOSOME III./ 
/4.0e-16:89:43//CAEN0RHABDITIS ELEGANS./yP34388 

F-NT2RP2004392 • 

F-NT2RP2004396//SINGLE-STRANDED NUCLEIC ACID-BINDING PROTEIN. //O. 42: 89: 2 
9//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST) .//PI 0080 

F-NT2RP2004399//SOMATOTROPIN PRECURSOR (GROWTH HORMONE) .//I. 0:72: 34//MES 

OCRICETUS AURATUS (GOLDEN HAMSTER) .//P37886 . 

F-NT2RP2004400 

F-NT2RP2004412//SPERM PROTAMINE Pl.//0.24:38:31//NOT0RYCTES TYPHLOPS (MA 
RSUPIAL M0LE).//P42143 

F-NT2RP2004425//SUPPRESSOR PROTEIN SRP40.//0.0087: 197:22//SACCHAR0MYCES 
CEREVISIAE (BAKER'S YEAST) .//P32583 

F-NT2RP2004463//ALPHA-2A ADRENERGIC RECEPTOR (ALPHA-2A ADRENOCEPTOR) (AL 
PHA-2AAR) . //I . 3e-05 : 121 : 37//MUS MUSCULUS (MOUSE) . //Q0133S 
F-NT2RP2004476//NICKEL-SENSITIVE T-TYPE CALCIUM CHANNEL ALPHA-1 SUBUNIT 
(RBE-II).//0.20:68:36//RATTUS NORVEGICUS (RAT) . //Q07652 
F-NT2RP2004490//FOS-RELATED ANTIGEN l.//0.94:59:33//H0M0 SAPIENS (HUMAN) 
.//P15407 

F-NT2RP2004512//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4 (EC 1.6.5.3) (FRA 
GMENTS).//1.0:37:32//PISASTER OCHRACEUS (SEA STAR) . //P24998 
F-NT2RP2004523//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//2. le-15:57:71/ 
/HOMO SAPIENS (HUMAN) .//P391 94 

F-NT2RP2004538//K I NES IN-LIKE PROTEIN KIFIA (AXONAL TRANSPORTER OF SYNAPT 
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IC VESICLES). //I. 2e-48: 121 :60//H0M0 SAPIENS (HUMAN) .//Q12756 
F-NT2RP2004551//HYPOTHETICAL 7.6 KD PROTEIN (ORF 65) .//1.0:20:50//EUGLEN 
A GRACILIS. //P32095 

F-NT2RP2004568//PUTATIVE ATP-DEPENDENT RNA HELICASE C30D11.03.//5.2e-07: 
150:30//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q09903 
F-NT2RP2004580//i!!! ALU SUBFAMILY SC WARNING ENTRY !!! !//3.7e-37: 100:78 
//HOMO SAPIENS (HUMAN) .//P391 92 

F-NT2RP2004587//HYPOTHETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC R 
EGION.//8.2e-06:150:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P5321 
4 

F-NT2RP2004594//HYPOTHETICAL 45.3 KD PROTEIN C09F5.7 IN CHROMOSOME II.// 
0 . 84 : 1 05 : 24//CAEN0RHABDI T I S ELEGANS . //Q09458 

F-NT2RP2004600//MYRISTOYLATED ALANINE-RICH C-KINASE SUBSTRATE (MARCKS)./ 
/0.17:127:29//RATTUS NORVEGICUS (RAT) .//P30009 

F-NT2RP2004602//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//l. le-05:50:58// 
HOMO SAPIENS (HUMAN) .//P39188 

F-NT2RP2004614//HYPOTHETICAL 11.6 KD PROTEIN. //I. 0:68:33//VACCINIA VIRUS 

(STRAIN COPENHAGEN). //P20561 
F-NT2RP2004655//GLYCINE-RICH RNA-BINDING PROTEIN 7.//7.0e-05:70:42//ARAB 
IDOPSIS THALIANA (MOUSE-EAR CRESS). //Q03250 

F-NT2RP2004664//HYPOTHETICAL 104.0 KD PROTEIN C32A11.03C IN CHROMOSOME I 
.//0.30:78:38//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q10328 
F-NT2RP2004675 
F-NT2RP2004681 

F-NT2RP2004689//HYPOTHETICAL 78.3 KD PROTEIN IN RAM2-ATP7 INTERGENIC REG 
ION.//0.02l:l79:24//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P34243 
F-NT2RP2004709//HYPOTHETICAL PROTEIN MJ0647.//0.90:39:43//METHANOCOCCUS 
JANNASCHII.//Q58063 

F-NT2RP2004710//GAR2 PROTEIN. //0.085:60:30//SCHIZOSACCHAROMYCES POMBE (F 
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ISSION YEAST). //P41891 

F-NT2RP2004736//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//4.4e-15:97:49// 
HOMO SAPIENS (HUMAN) . //P39188 

F-NT2RP2004743//MALE SPECIFIC SPERM PROTEIN MST87F.//0.43:24:41//DROSOPH 
ILA MELANOGASTER (FRUIT FLY) . //P08175 

F-NT2RP2004767//36.4 KD PROLINE-RICH PROTEIN. //0.0051:88:27//LYC0PERSIC0 
N ESCULENTUM (TOMATO) .//Q00451 

F-NT2RP2004768//SERINE/THREONINE-PROTEIN KINASE NRKl (EC 2.7.1.-) (N-RIC 
H KINASE l).//9.0e-29:166:43//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)./ 
/P38692 

F-NT2RP2004775 

F-NT2RP2004791//PROBABLE LEUCYL-TRNA SYNTHETASE (EC 6.1.1.4) (LEUCINE— T 
RNA LIGASE) (LEURS) .//7.4e-60:226:53//CAENORHABDITIS ELEGANS.//Q09996 
F-NT2RP2004799//SUCCINYL-COA LIGASE [GDP-FORMING] , BETA-CHAIN PRECURSOR 
(EC 6.2.1.4) (SUCCINYL-COA SYNTHETASE, BETA CHAIN) (SCS-BETA) .//2.2e-42: 
133:57//NE0CALLIMASTIX FRONTALIS (RUMEN FUNGUS) .//P53587 
F-NT2RP2004802//HYPOTHETICAL 17.1 KD PROTEIN IN PURS 3' REGION. //0. 018:86 
:32//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P38898 
F-NT2RP2004816//H58 PROTEIN. //I. Oe-68: 145:93//MUS MUSCULUS (MOUSE) .//P40 
336 

F-NT2RP2004841//DSRD PROTEIN. //0.83:33:39//ARCHAEOGLOBUS FULGIDUS.//P707 
42 

F-NT2RP2004861//KERATIN, HIGH-SULFUR MATRIX PROTEIN, I I IA3A. 7/0.0072:41: 
39//0VIS ARIES (SHEEP) . //P02443 

F-NT2RP2004897//METALLOTHIONEIN-LIKE PROTEIN l.//0.99:41:41//CASUARINA G 
LAUCA (SWAMP OAK) .//Q39511 

F-NT2RP2004933//DEATH-ASSOCIATED PROTEIN KINASE 1 (EC 2.7.1.-) (DAP KINA 
SE l).//8.4e-34:102:67//HOMO SAPIENS (HUMAN) .//P53355 

F-NT2RP2004936//HIGH POTENTIAL IRON-SULFUR PROTEIN, ISOZYME 2 (HIPIP 2). 
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//O . 87 : 36 : 33//ECT0TH lORHODOSPIRA VACUOLATA . //P38524 

F-NT2RP2004959//STEM CELL FACTOR PRECURSOR (SCF) (MAST CELL GROWTH FACTO 
R) (MGF) (C-KIT LIGAND).//1.0:69:28//CANIS FAMILIARIS (DOG) . //Q06220 
F-NT2RP2004961//ZINC FINGER PROTEIN 33A (ZINC FINGER PROTEIN K0X31) (KIA 
A0065) (HA0946) (FRAGMENT) .//2. le-21 :73:58//H0M0 SAPIENS (HUMAN) .//Q0673 
0 

F-NT2RP2004962//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//0. 17:28 :57//H0 
NO SAPIENS (HUMAN), //P39189 

F-NT2RP2004967//HYPOTHETICAL 7.3 KD PROTEIN. //0.76:41:31//THERMOPROTEUS 
TENAX VIRUS 1 (STRAIN KRAI) (TTVl) .//P19301 

F-NT2RP2004978//SPERMATID-SPECIFIC PROTEIN T2 [CONTAINS: SPERM PROTAMINE 
SP2] . 7/0.44:40 :45//SEPIA OFFICINALIS (COMMON CUTTLEFISH) .//P80002 

F-NT2RP2004982 

F-NT2RP2004985//HYPOTHETICAL PROTEIN KIAA0144.//1.2e-5l:204:57//HOMO SAP 
I ENS (HUMAN). //Q14157 

F-NT2RP2004999//LONG NEUROTOXIN 1 (ALPHA-BUNGAROTOXIN) (BGTX) .//O. 23:73: 
26//BUNGARUS MULTICINCTUS (MANY-BANDED KRAIT) . //P01378 

F-NT2RP2005000//ATPASE STABILIZING FACTOR 15 KD PROTEIN. //O. 12:37:32//SA 
CCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P16965 

F-NT2RP2005001 //SMALL PROLINE RICH PROTEIN 11 (SPR-II) (CLONE 930) , //0v9- 
0:54:31//H0M0 SAPIENS (HUMAN) .//P22531 

F-NT2RP2005003//DOWN REGULATORY PROTEIN OF INTERLEUKIN 2 RECEPTOR. //I. 6 e 
-30:78:56//MUS MUSCULUS (MOUSE) .//P15533 

F-NT2RP2005012//NPL1 PROTEIN (SEC63 PROTEIN) .//0.00024:94:35//SACCHAROMY 
CES CEREVISIAE (BAKER'S YEAST) .//P14906 

F-NT2RP2005018//GAG POLYPROTEIN (CORE POLYPROTEIN) [CONTAINS: CORE PROTE 
INS P19, PIO] (FRAGMENT). //I. 0: 91 :28//AVI AN ENDOGENOUS ROUS-ASSOCIATED V 
IRUS-0 (EV-2) (AVIAN RETROVIRUS RAV-0) .//P06937 
F-NT2RP2005020 
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F-NT2RP2005022//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-l.//4.9e-ll:10 

6 : 35//P0D0SP0RA ANSER I NA . //Q00808 

F-NT2RP2005031 

F-NT2RP2005037//ANT I -SILENCING PROTEIN l.//2.2e-32:117:55//SACCHAR0MYCES 

CEREVISIAE (BAKER'S YEAST) .//P32447' 
F-NT2RP2005038//DNA NUCLEOTIDYLEXOTRANSFERASE (EC 2.7.7.31) (TERMINAL AD 
DITION ENZYME) (TERMINAL DEOXYNUCLEOTIDYLTRANSFERASE) (TERMINAL TRANSFER 
ASE).//9.3e-28:187:40//AMBYSTOMA MEXICANUM (AXOLOTL) .//057486 
F-NT2RP2005108//CUTICLE COLLAGEN 2.//0.33:62:38//CAENORHABDITIS ELEGANS. 
^ //P17656 

F-NT2RP2005116//PUTATIVE EUKARYOTIC TRANSLATION INITIATION FACTOR 3 ALPH 
A SUBUNIT (EIF-3 ALPHA) .//4.0e-54: 161:63/ /CAENORHABDITIS ELEGANS. //P3446 
6 

F-NT2RP2005126//CHL0R0PLAST SOS RIBOSOMAL PROTEIN L27 (FRAGMENT) .//O. 23: 
46 : 39//PLEUR0CHRYSIS HAPTONEMOFERA . //P41552 

F-NT2RP2005139//COLLAGEN ALPHA l(XII) CHAIN (FRAGMENTS) .//O. 016:43: 37//B 

OS TAURUS (BOVINE).//P25508 

F-NT2RP2005140//HYPOTHETICAL 7.4 KD PROTEIN YCF33.//0.96:51:39//GUILLARD 
lA THETA (CRYPTOMONAS PHI) .//078517 
^ F-NT2RP2005144//TUBBY PROTEIN. //5.6e-08: 66 :45//M0S MOSCULUS (MOUSE). //P5 
0586 

F-NT2RP2005147 

F-NT2RP2005159//PHOTOSYSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSOR.// 
0.94:57:29//NICOTIANA TABACUM (COMMON TOBACCO), AND SPINACIA OLERACEA (S 
PINACH).//P12164 

F-NT2RP2005162//HYPOTHETICAL 54.2 KD PROTEIN IN ERP5-0RC6 INTERGENIC REG 
I0N.//1.2e-33:l39:51//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P38821 
F-NT2RP2005168//HETEROGENOUS NUCLEAR RIBONUCLEOPROTEIN U (HNRNP U).//2.8 
e-33:l02:61//HOM0 SAPIENS (HUMAN) . //Q00839 
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F-NT2RP2005204//DNA DAMAGE TOLERANCE PROTEIN RHC31 (RAD31 HOMOLOG) .//3.9 
e-28:141:42//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //Q06624 
F-NT2RP2005227 

F-NT2RP2005239//TRNA SPLICING PROTEIN SPLl.//2.0e-38: 117:64//CANDIDA ALB 
ICANS (YEAST). //P87185 

F-NT2RP2005254//OMEGA-AGATOXIN IB (OMEGA-AGA-IB) (FRAGMENT) . 7/0.26:29:48 
//AGELENOPSIS APERTA (FUNNEL-WEB SPIDER) .//P15970 

F-NT2RP2005270//HOMEOBOX PROTEIN H0X-A4 (CHOX-1.4) .//0.037:82:34//GALLUS 

GALLUS (CHICKEN). //P17277 
F-NT2RP2005276//LONG-CHAIN-FATTY-ACID— COA LIGASE 4 (EC 6.2.1.3) (LONG-C 
HAIN AGYL-COA SYNTHETASE 4) (LACS 4) .//2.0e-59:174:61//RATTUS NORVEGICUS 

(RAT).//035547 

F-NT2RP2005287//ZINC FINGER PROTEIN 26 (ZINC FINGER PROTEIN KOX20) (FRAG 
MENT).//1.5e-05:27:70//HOMO SAPIENS (HUMAN) .//P17031 

F-NT2RP2005288//PR0BABLE RUBREDOXIN HUPI.//1.0:42:28//RHIZ0BIUM LEGUMINO 
SARUM (BIOVAR VICIAE) .//P28151 

F-NT2RP2005289//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//l. le-21:75:70/ 
/HOMO SAPIENS (HUMAN) ,//P39193 

F-NT2RP2005293//TRANSLATION INITIATION FACTOR IF-2.//0.58: 170:24//HELICO 
BACTER PYLORI (CAMPYLOBACTER PYLORI) .//P55 972 

F-NT2RP2005315//CUTICLE COLLAGEN 7 (FRAGMENT) .//O. 091: 65: 38//CAEN0RHABD I 
TIS ELEGANS.//P18832 

F-NT2RP2005325//CHROMOGRANIN A PRECURSOR (CGA) (PITUITARY SECRETORY PROT 
EIN I) (SP-I) [CONTAINS: PANCREASTATIN; WE-14] .//9.5e-09:98:39//H0M0 SAP 
lENS (HUMAN). //P10645 

F-NT2RP2005336//HYPOTHETICAL 68.7 KD PROTEIN IN STBl-MCKl INTERGENIC REG 
ION. //O. 0001 l: 124 :28//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P42846 
F-NT2RP2005344//PROBABLE CALCIUM-TRANSPORTING ATPASE 4 (EC 3.6.1.38) .//4 
.7e-21:92:52//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //Q12675 
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F-NT2RP2005354 

F-NT2RP2005358//MY0SIN IC HEAVY CHAIN. //0.012:9l:39//ACANTHAMOEBA CASTEL 
LAN I I (AMOEBA). //P10569 

F-NT2RP2005360//ACROSIN PRECURSOR (EC 3.4.21.10) .//O. 0022: 73: 36//0RYCT0L 
AGUS CUNICULUS (RABBIT) . //P48038 

F-NT2RP2005393//HYPOTHETICAL 25.9 KD PROTEIN AH6.3 IN CHROMOSOME II.//0. 
00085: 135:28//CAEN0RHABDITIS ELEGANS.//Q09202 

F-NT2RP2005407//SQOALENE MONOOXYGENASE (EC 1.14.99.7) (SQUALENE EPOXIDAS 
E) (SE).//0.96:109:26//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P32476 
® F-NT2RP2005436//EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN) .//O. 0011: 
54:42//ZEA MAYS (MAIZE) .//P14918 

F-NT2RP2005441//PROLINE-RICH PROTEIN MP-2 PRECURSOR. //O. 039: 182:29//MUS 

MUSCULUS (MOUSE). //P05 142 

F-NT2RP2005453 

F-NT2RP2005457//NADH-UBIQUINONE OXIDOREDUCTASE SUBUNIT B14.5B (EC 1.6.5. 
3) (EC 1.6.99.3) (COMPLEX I-B14.5B) (CI-B14.5B) .//4.0e-10: 124:37//B0S TA 

URUS (BOVINE). //Q02827 

F-NT2RP2005464//HYPOTHETICAL 9.5 KD PROTEIN. //0.96:42:33//VACCINIA VIRUS 

_ (STRAIN COPENHAGEN). //P20553 
9 

F-NT2RP200546577MITOCHONDRrAL CARRIER PROTEIN RIM2.//4.6e-09:92:42//SACC 
HAROMYCES CEREVISIAE (BAKER'S YEAST) .//P381 27 

F-NT2RP2005472//HYPOTHETICAL PROTEIN BB0129.//0.76:80:32//BORRELIA BURGD 
ORFERI (LYME DISEASE SPIROCHETE) .//05 11 55 

F-NT2RP2005476//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//1.0e-31:39:89/ 
/HOMO SAPIENS (HUMAN) . //P39193 

F-NT2RP2005490//METALLOTHIONEIN-II (MT-II) .//0.14:27:33//SCYLLA SERRATA 
(MUD CRAB).//P02806 

F-NT2RP2005491//DNA-DIRECTED RNA POLYMERASE SUBUNIT I (EC 2.7.7.6) .//O. 9 
5:45:31//METHAN0C0CCUS JANNASCHI I .//Q58785 
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F-NT2RP2005495//HYPOTHETICAL 10.8 KD PROTEIN IN GP30-RIII INTERGENIC REG 
ION.//0.99:68:30//BACTERIOPHAGE T4.//Q02407 

F-NT2RP2005496//ZINC FINGER PROTEIN 135.//1.4e-54: 120:59//HOMO SAPIENS ( 
HUMAN). //P52742 

F-NT2RP2005498//PROTEIN PHOSPHATASE PP2A, 55 KD REGULATORY SUBUNIT, ALPH 
A ISOFORM (PROTEIN PHOSPHATASE PP2A B SUBUNIT ALPHA ISOFORM) (ALPHA-PR55 
).//9.5e-76:146:86//RATTUS NORVEGICUS (RAT) . //P36876 

F-NT2RP2005501//GALECTIN-3 (GALACTOSE-SPECIFIC LECTIN 3) (MAC-2 ANTIGEN) 
(IGE-BINDING PROTEIN) (35 KD LECTIN) (CARBOHYDRATE BINDING PROTEIN 35) 
^ (CBP 35) (LAMININ-BINDING PROTEIN) (LECTIN L-29) (L-31) (GALACTOS I DE-BIN 
DING PROTEIN) (GALBP) .//0. 025: 70: 40//H0M0 SAPIENS (HUMAN) .//P17931 
F-NT2RP2005509//PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. //I. 0: 166 :27//GAL 
LUS GALLUS (CHICKEN) . //P02457 

F-NT2RP2005520//CHROMOSOME ASSEMBLY PROTEIN XCAP-E.//7.9e-45: 118:79//XEN 
OPUS LAEVIS (AFRICAN CLAWED FROG) . //P50533 

F-NT2RP2005525//50S RIBOSOMAL PROTEIN L11.//1.0:47:27//B0RRELIA BURGDORF 
ERI (LYME DISEASE SPIROCHETE) . //051354 

F-NT2RP2005531//PROTEIN-TYROSINE PHOSPHATASE MEGl (EC 3.1.3,48) (PTPASE- 
MEGl) (MEG).//9.8e-13:84:45//H0M0 SAPIENS (HUMAN) . //P29074 
F-NT2RP2005539//RING CANAL PROTEIN (KELCH PROTEIN) .//4;9e-10 : 90: 33//DR0S 
OPHILA MELANOGASTER (FRUIT FLY) .//Q04652 

F-NT2RP2005540//NUCLEOTIDE BINDING PROTEIN EXPZ.//0.36: 119:21//BACILLUS 
SUBTILIS.//P39115 

F-NT2RP2005549//HYP0THETICAL 32.0 KD PROTEIN C16C10.10 IN CHROMOSOME III 

.//6.0e-39:l79:46//CAENORHABDITIS ELEGANS.//Q09253 

F-NT2RP2005555 

F-NT2RP2005557//HYPOTHETICAL 23.7 KD PROTEIN C13G6.14 IN CHROMOSOME I.// 
4.9e-06:90:35//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q09790 
F-NT2RP2005581 
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F-NT2RP2005600//BASIC PROLINE-RICH PEPTIDE P-E (IB-9) .//0.014:37:40//HOM 
0 SAPIENS (HUMAN). //P02811 

F-NT2RP2005605//GONADOLIBERIN I PRECURSOR (LHRH I) (LUTEINIZING HORMONE 
RELEASING HORMONE I) (GONADOTROPIN RELEASING HORMONE I) (GNRH I). (LULIBE 
RIN I) (FRAGMENT). //O. 64: 26 :42//MACACA MULATTA (RHESUS MACAQUE) . //P55247 
F-NT2RP2005620//HYPOTHETICAL 45.1 KD PROTEIN IN RPS5-ZMS1 INTERGENIC REG 
I0N.//8.7e-31:138:49//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P47160 
F-NT2RP2005622//NEUROTOXIN-LIKE PROTEIN STRl (ANATOXIN AAH STRl) .//0.39: 
22:40//ANDR0CT0NUS AUSTRALIS HECTOR (SAHARA SCORPION) . //P80950 
® F-NT2RP2005635//HYPOTHETICAL 80.7 KD PROTEIN IN ERG7-NMD2 INTERGENIC REG 
I0N.//5.8e-43:144:56//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P38795 
F-NT2RP2005637//VPU PROTEIN (U ORF PROTEIN) .//O. 91:33: 45//CHIMPANZEE IMM 
UNODEFICIENCY VIRUS (SIV(CPZ)) (CIV) .//P17286 

F-NT2RP2005640//METALL0TH I ONE IN-LIKE PROTEIN LSC54.//0.63:41:31//BRASSIC 

A NAPUS (RAPE).//P43402 

F-NT2RP2005645 

F-NT2RP2005651//0CTAMER-BINDING TRANSCRIPTION FACTOR 3A (0CT-3A) (OCT-4) 
.//0.0023:50:42//H0M0 SAPIENS (HUMAN) .//Q01860 

F-NT2RP2005654//HYPOTHETICAL 48.6 KD PROTEIN IN BETl-PANl INTERGENIC REG 
^- m.m.l^WnB.44//SMmmmCES-CEM,lSim (baker's yeast). //P40564 ^ - 
F-NT2RP2005669//METALLOTHIONEIN-II (MT-II) .//O. 76:16: 50//SCYLLA SERRATA 
(MUD CRAB) . //P02806 

F-NT2RP2005675//PUTATIVE ORAL CANCER SUPPRESSOR (DELETED IN ORAL CANCER- 
l).//6.5e-26:116:54//MES0CRICETUS AURATUS (GOLDEN HAMSTER) .//P491 19 
F-NT2RP2005683//HYPOTHETICAL PROTEIN HI 0275. //O. 17:50 :40//HAEMOPHILUS IN 
FLUENZAE.//P43975 

F-NT2RP2005690//PYRROLINE-5-CARBOXYLATE REDUCTASE (EC 1.5.1.2) (P5CR) (P 
5C REDUCTASE). //I. 3e-16:75:30//PISUM SATIVUM (GARDEN PEA) . //Q04708 
F-NT2RP2005694//HYPOTHETICAL PROTEIN KIAA0032.//9.6e-ll: 135:34//H0M0 SAP 
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lENS (HUMAN). //Q15034 

F-NT2RP2005701//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE M) [CONTAINS: P 
EPTIDE P-D] (FRAGMENT). //O. 084: 158 :32//H0M0 SAPIENS (HUMAN) .//P10161 
F-NT2RP2005712//METALLOTHIONEIN-II (MT-II) .//O. 19:14 :50//STENELLA COERUL 
EOALBA (STRIPED DOLPHIN) . //P14425 

F-NT2RP2005719//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENT) .//I. 0:36: 41//0RYCT0 
LAGUS CUNICULUS (RABBIT) .//P02456 

F-NT2RP2005722//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT) .//7.8e-37: 131:62// 
HOMO SAPIENS (HUMAN) .//P16415 

F-NT2RP2005723// ! ! ! ! ALU SUBFAMILY SC WARNING ENTRY I ! ! I//0.98:23:60//HO 
MO SAPIENS (HUMAN) . //P39192 

F-NT2RP2005726//HYPOTHETICAL PROTEIN TP0375.//0.98:3b:43//TREPONEMA PALL 
I DUM. 7/083390 

F-NT2RP2005732//PERIOD CLOCK PROTEIN (FRAGMENT) .//O. 41:20 :55//DR0S0PH I LA 

ROBUSTA (FRUIT FLY) . //Q03296 
F-NT2RP2005741//SMR1 PROTEIN PRECURSOR (VCS-ALPHA 1) .//O. 38:58 :36//RATTU 
S NORVEGICUS (RAT) . //P13432 

F-NT2RP2005748//ZINC FINGER PROTEIN K0X23 (FRAGMENT) .//O. 026: 19: 68//H0M0 

SAPIENS (HUMAN). //P17034 
F^NT2RP2005752//PROCOLLAGEN ALPHA 1(1 11) CHA IN PRECURSOR .//0 . 90 : 101 : 31/-/ " 
HOMO SAPIENS (HUMAN) . //P02461 

F-NT2RP2005753//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS) 
.//0.50:22:59//HOMO SAPIENS (HUMAN) . //P30808 

F-NT2RP2005763//PUTATIVE ATP-DEPENDENT RNA HELICASE STE13.//4.7e-14: 108: 
37//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) . //Q09181 
F-NT2RP2005767//NONHISTONE CHROMOSOMAL PROTEIN 6B.//4. le-08:65:32//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST) , //PI 1633 

F-NT2RP2005773//PYRROLINE-5-CARBOXYLATE REDUCTASE (EC 1.5.1.2) (P5CR) (P 
5C REDUCTASE). //I, 2e-14:65:61//H0M0 SAPIENS (HUMAN) .//P32322 
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F-NT2RP2005775//NEUROLYSIN PRECURSOR (EC 3.4.24.16) (NEUROTENSIN ENDOPEP 
TIDASE) (MITOCHONDRIAL OLIGOPEPTIDASE M) (MICROSOMAL ENDOPEPTIDASE) (MEP 
) . //I .3e-103: 199: 90//ORYCTOLAGUS CUNICULUS (RABBIT) . //P42675 
F-NT2RP2005781//SALIVARY ACIDIC PROLINE-RICH PHOSPHOPROTEIN 1/2 PRECURSO 
R (PRP-1 / PRP-3) (PRP-2 / PRP-4) (PIF-F / PIF-S) (PROTEIN A / PROTEIN C 
) [CONTAINS: PEPTIDE P-C] .//0. 090: 73: 36//H0M0 SAPIENS (HUMAN) .//P02810 
F-NT2RP2005784//TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (IMMEDIATE-EAR 
LY PROTEIN lEllO) (VMWllO) (ALPHA-0 PROTEIN) .//3. 5 e-06: 79: 37/ /HERPES SIM 
PLEX VIRUS (TYPE 1 / STRAIN 17).//P08393 
^ F-NT2RP2005804//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT) .//I. 8e-07: 4 
3:55//0WENIA FUSIF0RMIS.//P21260 

F-NT2RP2005812//HYPOTHETICAL 39.3 KD PROTEIN IN GCN4-WBP1 INTERGENIC REG 
I0N.//6.3e-14:143:31//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P40004 
F-NT2RP2005815//FERROCHELATASE (EC 4.99.1.1) (PROTOHEME FERRO-LYASE) (HE 
ME SYNTHETASE). //0.0017:123:37//MYC0BACTERIUM AVIUM. //007401 
F-NT2RP2005835//SHP1 PROTEIN. //I . 2e-68: 135 : 26//SACCHAR0MYCES CEREVISIAE " 
(BAKER' S YEAST) . //P34223 

F-NT2RP2005841//SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N).//0. 
^ 23 : 28 :53//H0M0 SAPIENS (HUMAN). //P22532 

F-NT2RP2005853//HYPOTHETICAL 8.5 KD PROTEIN IN ASIA-MOTA INTERGENIC REGI 
ON . //O . 99 : 33 : 48/ /BACTER I OPHAGE T4 . //P2291 7 

F-NT2RP2005857//CHROMOSOME ASSEMBLY PROTEIN XCAP-C. //8.6e-84:235:66//XEN 
OPUS LAEVIS (AFRICAN CLAWED FROG) . //P50532 

F-NT2RP2005859//MALE SPECIFIC SPERM. PROTEIN MST84DB.//0.017:60:40//DROSO 
PHILA MELANOGASTER (FRUIT FLY) .//Q01643 

F-NT2RP2005868//ATP SYNTHASE B' CHAIN PRECURSOR (EC 3.6.1.34) (SUBUNIT I 
I).//0.28:121:28//SPINACIA OLERACEA (SPINACH) .//P31853 
F-NT2RP2005886//MICRONUCLEAR LINKER HI STONE POLYPROTEIN (MIC LH) [CONTAI 
NS: LINKER HISTONE PROTEINS ALPHA, BETA, DELTA AND GAMMA] .//0. 80: 130:28/ 
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/TETRAHYMENA THERMOPHILA. //P40631 
F-NT2RP2005890 

F-NT2RP2005901//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .7/0.35:18:44/ 
/DROSOPHILA YAKUBA (FRUIT FLY) . //P03933 

F-NT2RP2005908//! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//1.0e-28:61:65/ 
/HOMO SAPIENS (HUMAN) . //P39194 

F-NT2RP2005933//PERIOD CLOCK PROTEIN (P230) (FRAGMENT) .//I. 7e-ll: 85: 49// 
ACETABULARIA MEDITERRANEA (MERMAID'S WINE GLASS) .//P12347 
F-NT2RP2005942//POLY(A) POLYMERASE (EC 2.7.7.19) (PAP) (POLYNUCLEOTIDE A 
DENYLYLTRANSFERASE).//7.2e-59:216:58//B0S TAURUS (BOVINE) .//P25500 
F-NT2RP2005980//HYPOTHETICAL 11.5 KD PROTEIN IN RSP8A-AST1 INTERGENIC RE 
GION.//1.0:49:34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P38185 
F-NT2RP2006023//DNA REPAIR PROTEIN RECN (RECOMBINATION PROTEIN N) (FRAGM 
ENT) .//1.0:40:45//VIBRIO CH0LERAE.//P52118 

F-NT2RP2006038//HYPOTHETICAL 30.2 KD PROTEIN C02F5.4 IN CHROMOSOME III./ 
/4. Oe-11 : 90: 34//CAEN0RHABDITIS ELEGANS. //P34281 

F-NT2RP2006043//LAMININ BETA-1 CHAIN VARIANT (LAMININ BETA-1-2 CHAIN) (F 
RAGMENT).//0. 00067: 73 :38//GALLUS CALLUS (CHICKEN) . //Q01636 
F-NT2RP2006052//METALLOTHIONEIN-I (MT-I) .//O. 19:31 :38//CERC0PITHECUS AET 
HIOPS (GREEN MONKEY) (GRrVET).//P02797 ' 

F-NT2RP2006069//COLLAGEN ALPHA 2(1) CHAIN (FRAGMENTS) .//I. 0:66: 34//RATTU 
S NORVEGICUS (RAT) .//P02466 

F-NT2RP2006071//RESTIN.//0.40: 156:29//GALLUS CALLUS (CHICKEN) .//042 184 
F-NT2RP2006098//HYP0THETICAL 21.7 KD PROTEIN IN TUPl-ABPl INTERGENIC REG 
ION.//0.99:95:20//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P25651 
F-NT2RP2006100//LONG NEUROTOXIN 4 (ALPHA-NEUROTOXIN) .//0.94:43:34//OPHIO 
PHAGUS HANNAH (KING COBRA) (NAJA HANNAH) .//P80 156 

F-NT2RP2006103//50S RIBOSOMAL PROTEIN L32.//0.40:36:38//SYNECHOCYSTIS SP 
. (STRAIN PCC 6803).//P73014 
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F-NT2RP2006106//CUTICLE COLLAGEN l.//0.28:85:29//CAENORHABDITIS ELEGANS. 
//P08124 

F-NT2RP2006141//HYPOTHETICAL 72.5 KD PROTEIN C2F7.10 IN CHROMOSOME I.//1 
.9e-08:57:42//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q09701 

F-NT2RP2006166 

F-NT2RP2006184//HYPOTHETICAL 11.2 KD PROTEIN IN CSGC-MDOG INTERGENIC REG 
ION PRECURS0R.//0.95:87:26//ESCHERICHIA COLI .//P75917 

F-NT2RP2006186//MICROTUBULE-ASSOCIATED PROTEIN 2.//0.088:124:33//MUS MUS 

CULUS (MOUSE). //P20357 

F-NT2RP2006ig6//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//4.0e-05:49:61/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-NT2RP2006200//PROCOLLAGEN ALPHA 2(V) CHAIN PRECURSOR. //O. 0013: 205: 32// 
HOMO SAPIENS (HUMAN) . //P05997 

F-NT2RP2006219//G0NADAL PROTEIN GDL.//3.5e-18: 158:37//DR0S0PHILA MELANOG 
ASTER (FRUIT FLY) . //P22468 

F-NT2RP2006237//FIBRINOGEN- AND IG-BINDING PROTEIN PRECURSOR (MRP PROTEI 

N) . //O . 79 : 103 : 28//STREPT0C0CCUS PYOGENES . //P30141 

F-NT2RP2006238//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//4.7e-07: 127: 39//M 
US MUSCULUS (MOUSE). //P05143 

F-NT2RP2006258//PROBABLE E5" PROTEIN. //0 .78 : 47 : 34//RHESUS PAPILLOMAVIRUS 
TYPE.l (RHPV 1).//P24834 

F-NT2RP2006261//PENAEIDIN-3A PRECURSOR (P3-A) .//O. 61:35 :40//PENAEUS VANN 
AMEI (PENOEID SHRIMP) (EUROPEAN WHITE SHRIMP) .//P81058 
F-NT2RP2006275//ELECTROMOTOR NEURON-ASSOCIATED PROTEIN 2 (FRAGMENT) .//I. 
2e-28:59:57//T0RPED0 CALIFORNICA (PACIFIC ELECTRIC RAY) .//P14401 
F-NT2RP2006312//HIGH-MOBILITY-GROUP PROTEIN (NONHISTONE CHROMOSOMAL PROT 
EIN) .//1.6e-08:53:35//TETRAHYMENA PYRIFORMIS.//P40625 

F-NT2RP2006320//TAT PROTEIN (TRANSACT I VAT I NG REGULATORY PROTEIN) (FRAGME 
NT).//0,90:24:41//HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (BH5 ISOLATE) (HIV 
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-1).//P04612 

F-NT2RP2006321//!!!! ALU SUBFAMILY SP WARNING ENTRY !!! !//0. 0051:25:76// 
HOMO SAPIENS (HUMAN) .//P391 93 

F-NT2RP2006323//WISKOTT-ALDRICH SYNDROME PROTEIN (WASP) .//O. 84:33 :39//H0 
MO SAPIENS (HUMAN). //P42768 

F-NT2RP2006333//MYOTOXIN 3 PRECURSOR (CROTAMINE 3) .//0.56:37:40//CR0TALU 
S DURISSUS TERRIFICUS (SOUTH AMERICAN RATTLESNAKE) . //P24333 
F-NT2RP2006334//SUCCINYL-COA LIGASE [GDP-FORMING] , ALPHA-CHAIN 3 PRECURS 
OR (EC 6.2.1.4) (SUCCINYL-COA SYNTHETASE, ALPHA CHAIN 3) .//O. 00097:46:41 
//TR I CHOMONAS VAG I N AL I S . //P5340 1 

F-NT2RP2006365//NONSPECIFIC LIPID-TRANSFER PROTEIN 4.3 PRECURSOR (LTP 4. 
3).//0.18:75:29//H0RDEUM VULGARE (BARLEY) . //Q42842 

F-NT2RP2006393//OMEGA-CONOTOXIN MVIIC PRECURSOR (FRAGMENT) .//O. 82: 15:66/ 
/CONUS MAGUS (MAGUS CONE). //P37300 

F-NT2RP2006436//ANTERIOR-RESTRICTED HOMEOBOX PROTEIN (RATHKE POUCH HOMEO 

BOX).//1.4e-08:50:50//MUS MUSCULUS (MOUSE) .//Q61658 
F-NT2RP2006441//METALLOTHIONEIN-LIKE PROTEIN l.//0.99:22:54//MIMULUS GUT 
TATUS (SPOTTED MONKEY FLOWER) (YELLOW MONKEY FLOWER) .//P20238 
F-NT2RP2006454//SPERM PROTAMINE P1.//0.60:47:36//TACHYGLOSSUS ACULEATUS 
ACULEATUS (AUSTRALIAN ECHIDNA). 7/P35311 
F-NT2RP2006456 

F-NT2RP2006464//PHOTOSYSTEM I IRON-SULFUR CENTER (PHOTOSYSTEM I SUBUNIT 
VII) (9 KD POLYPEPTIDE) (PSI-C) .//0.91:79:30//SYNECHOCOeCUS SP. (STRAIN 
PCC 7002) (AGMENELLUM QUADRUPLICATUM) .//P31087 

F-NT2RP2006467//PUTATIVE CUTICLE COLLAGEN F55C10.3. //O. 15:53:35//CAEN0RH 
ABDITIS ELEGANS.//Q21184 

F-NT2RP2006472//HYPOTHETICAL 19 KD PROTEIN (ORF 167) .//O. 33:98: 26//MARCH 

ANTIA POLYMORPHA (LIVERWORT) .//P12202 

F-NT2RP2006534 
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F-NT2RP2006554//ANTI-SIGMA F FACTOR ANTAGONIST (STAGE II SPORULATION FRO 
TEIN AA).//0.9l:50:34//BACILLUS SPHAERICUS.//032723 

F-NT2RP2006565//SECRETORY CARRIER-ASSOCIATED MEMBRANE PROTEIN 1 (SCAMP 3 
7).//6.0e-66:93:96//RATTUS NORVEGICUS (RAT) .//P56603 

F-NT2RP2006571 //CYTOCHROME P450 2B10 (EC 1.14.14.1) (CYPIIBIO) (TESTOSTE 
RONE 16-ALPHA HYDROXYLASE) (P450-16-ALPHA) (CLONE PF3/46) .//4.5e-40: 138: 
57//MUS MUSCULUS (MOUSE) .//P12791 

F-NT2RP2006573//SPERM PROTAMINE PI (CYSTEINE-RICH PROTAMINE) .//O. 53: 46: 3 
g//BOS TAURUS (BOVINE). //P02318 
^ F-NT2RP2006598//!!!! ALU SUBFAMILY SX WARNING ENTRY !!! !//1.3e-12: 44:77/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-NT2RP3000002//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//1.4e-19:60:63/ 
/HOMO SAPIENS (HUMAN) . //P39192 

F-NT2RP3000031//HYPOTHETICAL 89.8 KD PROTEIN F41H10.6 .IN CHROMOSOME IV./ 
/2 . 1 e-39 : 21 0 : 42//CAEN0RHABD IT I S ELEGANS . //Q20296 

F-NT2RP3000046//POSSIBLE THIOPHENE AND FURAN OXIDATION PROTEIN THDF.//1. 
4e-25 : 149 : 44//PSEUD0M0NAS PUT I DA . / /P25755 

F-NT2RP3000047//NPL4 PROTE I N . //4 . 7e-48 : 275 : 38//SACCHAR0.MYCES CEREV I S I AE 
(BAKER'S YEAST). //P33755 

F-NT2RP3000050//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFl).//3,2e 
-72:232:59//H0M0 SAPIENS (HUMAN) .//P51522 

F-NT2RP3000055//MALE SPECIFIC SPERM PROTEIN MST84DB.//0.26:57:36//DROS0P 
HILA MELANOGASTER (FRUIT FLY) .//Q01643 

F-NT2RP3000068//HYPOTHETICAL 182.0 KD PROTEIN IN NMD5-H0M6 INTERGENIC RE 
GION.//0.0014:66:34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P47170 
F-NT2RP3000072//HYPOTHETICAL 6.7 KD PROTEIN IN NOHA-CSPI INTERGENIC REGI 
ON.//0.95:49:30//ESCHERICHIA C0LI.//P77695 

F-NT2RP3000080//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//5. le-17:64:68// 
HOMO SAPIENS (HUMAN) .//P39188 
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F-NT2RP3000085//BIOTIN CARBOXYLASE (EC 6.3.4.14) (A SUBUNIT OF ACETYL-CO 
A CARBOXYLASE (EC 6.4.1.2)) (ACC) .//4.4e-43: 169:51//BACILLUS SUBTILIS.// 
P49787 

F-NT2RP3000092//CELL DIVISION CONTROL PROTEIN 1. //O. 00016: 103:31//SACCHA 

ROMYCES CEREVISIAE (BAKER'S YEAST) . //P40986 

F-NT2RP3000109//ACYL CARRIER PROTEIN HOMOLOG (ACP) .//0.76:83:28//MYCOPLA 

SNA GENITALIUM.//P47529 

F-NT2RP3000134 

F-NT2RP3000142//GAR2 PROTEIN. //O. 00098:241 :20//SCHIZGSACCHAR0MYCES POMBE 

(FISSION YEAST). //P41891 
F-NT2RP3000149//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//O. 0014:33:3 
6//P0NG0 PYGMAEUS ABELII (SUMATRAN ORANGUTAN) .//P92694 
F-NT2RP3000186//! ! ! ! ALU SUBFAMILY J WARNING ENTRY !!! !//8.3e-15: 36:83// 
HOMO SAPIENS (HUMAN) .//P39188 

F-NT2RP3000197//HYPOTHETICAL 6.0 KD PROTEIN IN THI12 5' REGION. //O. 91:21: 
52//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P53820 

F-NT2RP3000207//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-AL 
PHA- GLUCOSIDASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE) .//0.026:209:27//SA 
CCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P08640 

F-NT2RF3000220//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS) 
.//1.0:26:42//HOMO SAPIENS (HUMAN) . //P30808 

F-NT2RP3000233//RING CANAL PROTEIN (KELCH PROTEIN) .//2. le-42: 249: 39//DR0 
SOPHILA MELANOGASTER (FRUIT FLY) .//Q04652 

F-NT2RP3000235//HOMEOBOX PROTEIN H40 (FRAGMENT) .//0.55:45:40//APIS NELLI 
FERA (HONEYBEE) .//P15858 

F-NT2RP3000247//HYPOTHETICAL PROTEIN KIAA0218.//1.7e-82: 123:69//H0M0 SAP 
lENS (HUMAN). //Q93075 

F-NT2RP3000251 //SERINE PROTEINASE STUBBLE (EC 3.4.21.-) (STUBBLE-STUBBLO 
ID PROTEIN).//1.0:53:33//DROSOPHILA MELANOGASTER (FRUIT FLY) .//Q05319 
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F-NT2RP3000252//HYPOTHETICAL 40 KD GTP-BINDING PROTEIN IN RIBOSOMAL PROT 
EIN GENE CLUSTER 5' REGION.//2.2e-06:96:32//HALOBACTERIUM CUTIRUBRUM.//P1 
7103 

F-NT2RP3000255//HISTONE Hl.l (FRAGMENT) .//O. 95:71 :33//B0S TAURUS (BOVINE 
).//P02253 

F-NT2RP3000267//HYPOTHETICAL 21.1 KD PROTEIN IN SSR-SERA INTERGENIC REG I 
ON (0182).//0.38:77:33//ESCHERICHIA COLI .//P09160 

F-NT2RP3000299//MYOSIN IC HEAVY CHAIN.//1.2e-ll: 147:34//ACANTHAM0EBA CAS 
TELLANII (AMOEBA). //P10569 

F-NT2RP3000312//HYPOTHETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC R 
EGIOM.//0.64:216:29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P53214 
F-NT2RP3000320//TRANSLATION INITIATION FACTOR IF-2.//5.2e-05:184:22//AQU 

IFEX AE0LICUS.//067825 

F-NT2RP3000324//HYPOTHETICAL PROTEIN HI1036.//0.69:64:35//HAEMOPHILUS IN 
FLUENZAE.//P44097 

F-NT2RP3000333//WIR1A PROTEIN. //0.35:51:41//TRITICUM AESTIVUM (WHEAT).// 
Q01482 

F-NT2RP3000341 //!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//2. le-30:57:80/ 

/HOMO SAPIENS (HUMAN) .//P39189 

F-NT2RP3000348 

F-NT2RP3000350//HYPOTHETICAL 40 KD GTP-BINDING PROTEIN IN RIBOSOMAL PROT 
EIN GENE CLUSTER 5' REGION. //0.0011:77:35//HALOBACTERIUM CUTIRUBRUM. //P17 
103 

F-NT2RP3000359//GTP:AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7.4.10) ( 
AK3).//1.2e-97:222:84//B0S TAURUS (BOVINE) .//P08760 

F-NT2RP3000361//PRE-MRNA SPLICING FACTOR PRP8.//2.2e-08: 128:28//SACCHAR0 
MYCES CEREVISIAE (BAKER'S YEAST) . //P19735 

F-NT2RP3000366//RAS-RELATED PROTEIN RAB-18.//2.1e-107:206:99//MUS MUSCUL 
US (MOUSE). //P35293 
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F-NT2RP3000393//HOMEOBOX PROTEIN H0X-C4 (H0X-3E) (CP19) . 7/0.0023:36:52// 
HOMO SAPIENS (HUNAN) .//P09017 

F-NT2RP3000397//PUTATIVE PRE-MRNA SPLICING FACTOR RNA HELICASE (DEAH BOX 

PROTEIN 13).//5.5e-27:116:44//MUS MUSCULUS (MOUSE) . //035286 
F-NT2RP3000403//PRE-MRNA PROCESSING PROTEIN PRP40.//0. 00044: 67 :34//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST) . //P33203 

F-NT2RP3000418//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TR 
ANSCRIPTASE (EC 2.7.7.49); ENDONUCLEASE] .//2.2e-16:228:34//MUS MUSCULUS 
(MOUSE). //PI 1369 

F-NT2RP3000433//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! i//1.7e-17:79:55// 
HOMO SAPIENS (HUMAN) .//P39188 

F-NT2RP3000439//HYPOTHETICAL 46.4 KD PROTEIN IN FFH-GRPE INTERGENIC REGI 
ON.//9.8e-10:201:26//ESCHERICHIA COLI.//P37908 

F-NT2RP3000441//PROTEIN-EXPORT MEMBRANE PROTEIN SECG HOMOLOG.//0.91:48:3 
5//MyC0BACTERIUM LEPRAE, //P38388 

F-NT2RP3000449//HOMEOBOX PROTEIN H0X-B8 (CHOX-2.4) (FRAGMENT) .//I. 0:42: 3 

3//GALLUS GALLUS (CHICKEN) . //P23681 
F-NT2RP3000451 

F-NT2RP3000456//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS) .//O. 00018:178:36// 
RATTUS NORVEGICUS (RAT).//P02454 

F-NT2RP3000484//METALLOTHIONEIN-III (MT-III) (GROWTH INHIBITORY FACTOR) 
(GIF).//0.098:40:27//BOS TAURUS (BOVINE) .//P37359 

F-NT2RP3000487//SULFATED SURFACE GLYCOPROTEIN 185 (SSG 185) .//O. 00037: 16 

:81//V0LV0X CARTERI .//P21997 

F-NT2RP3000512 

F-NT2RP3000526//HYPOTHETICAL NIN REGION PROTEIN ORF56.//0.51:37:43//BACT 
ERIOPHAGE LAMBDA. //P03769 

F-NT2RP3000527//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFl).//1.0e 
-16:234:30//H0M0 SAPIENS (HUMAN) .//P51522 



2 3 9 2 



ffi£E# 2002-3046780 



#2 000—183767 



F-NT2RP3000531//POLIOVIRUS RECEPTOR PRECURSOR (CD155 ANTIGEN) .//3.4e-15: 
192:30//HOMO SAPIENS (HUMAN) .//P15151 

F-NT2RP3000542//CYTOCHROME C OXIDASE POLYPEPTIDE II (EC 1.9.3.1) (FRAGME 
NT).//0.60:51:39//ASTERINA PECTINIFERA (STARFISH) .//PI 1958 
F-NT2RP3000561//HYPOTHETICAL ATP-BINDING PROTEIN MJ0423.//0.79:53:32//ME 
THANOCOCCUS JANNASCHII.//Q57866 

F-NT2RP3000562//ACCESS0RY GLAND PEPTIDE PRECURSOR (PARAGONIAL PEPTIDE B) 
.//0.99:26:34//DROSOPHILA MAURITIANA (FRUIT FLY), AND DROSOPHILA SIMULAN 
S (FRUIT FLY).//018666 
^ F-NT2RP3000578//HYP0THETICAL 49.8 KD PROTEIN IN RPL14B-GPA1 INTERGENIC R 
EGI0N.//1.5e-28:127:37//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P3875 
5 

F-NT2RP3000582 

F-NT2RP3000584//METALLOTHIONEIN-II (MT-II) .//O. 28:27 :29//MUS MUSCULUS (M 
0USE).//P02798 

F-NT2RP3000590//UVS-2 PROTEI N . //4 . 8e-10 : 1 13 : 33//NEUR0SP0RA CRASSA . //P332 
88 

F-NT2RP3000592//TRANSCRIPTI0N INITIATION FACTOR TFIID 135 KD SUBUNIT (TA 
FII-135) (TAFII135) (TAFII-130) (TAFII130) .//0.00087:178:31//H0M0 SAPIEN 
S (HUMAN) . //000268' 

F-NT2RP30 00596/ /YEMANUCLE I N-ALPHA . // 1 . 8e-05 : 98 : 34//DR0S0PH I LA MELANOGAST 
ER (FRUIT FLY).//P25992 

F-NT2RP3000599//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66) .//O. 
00095: 90 :37//H0M0 SAPIENS (HUMAN) . //Q15428 

F-NT2RP3000603//5E5 ANTIGEN. //I. Oe-09: 181: 34//RATTUS NORVEGICUS (RAT).// 
Q63003 

F-NT2RP3000605//STEROL REGULATORY ELEMENT BINDING PROTEIN-1 (SREBP-1) (S 
TEROL REGULATORY ELEMENT-BINDING TRANSCRIPTION FACTOR 1) .//O. 00098:76:34 
//HOMO SAPIENS (HUMAN) . //P36956 
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F-NT2RP30O0622//HYPOTHETICAL PROTEIN MG096 HOMOLOG 5 (P02_0RF427) . //O. 15 
: 52 : 36//MYC0PLASMA PNEUMON I AE . J /?l^m 

F-NT2RP3000624//HYPOTHETICAL PROTEIN KIAA0256.//5.4e-16:222:31//HOMO SAP 

I ENS (HUMAN). //Q93073 

F-NT2RP3000628 

F-NT2RP3000632//ZINC FINGER PROTEIN 90 (ZFP-90) (ZINC FINGER PROTEIN NKl 
0).//2.0e-16:52:63//MUS MUSCULUS (MOUSE) .//Q6 1967 

F-NT2RP3000644//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!! !//6.7e-40: 102:79 
//HOMO SAPIENS (HUMAN) . //P39194 
^ F-NT2RP3000661//HYPOTHETICAL 139.1 KD PROTEIN C08B11.3 IN CHROMOSOME II. 
//6 . Oe-08: 83: 36//CAEN0RHABDITI S ELEGANS . //Q09441 

F-NT2RP3000665//HOMEOBOX PROTEIN PROPHET OF PIT-1 (PROP-1) (PITUITARY SP 
ECIFIC HOMEODOMAIN FACTOR) . //O. 13:48 :35//H0M0 SAPIENS (HUMAN) . //075360 
F-NT2RP3000685//HYPOTHETICAL 33.5 KD PROTEIN IN CATl 5' REGION (ORFY).//0 
.26:202:23//CLOSTRIDIUM KLUYVERI .//P38943 

F-NT2RP3000690// INORGANIC PYROPHOSPHATASE (EC 3.6.1.1) (PYROPHOSPHATE PH 
OSPHO- HYDROLASE) (PPASE) . //O. 99: 131 :26//SACCHAR0MYCES CEREVISIAE (BAKER 
'S YEAST). //P00817 

F-NT2RP3000736//HYPOTHETICAL 28.7 KD PROTEIN IN RNR3-ARC15 INTERGENIC RE 

Gr0N-.//3-5e-27:211:34//SACCHAR0MYCES- " ■ 

F-NT2RP3000739//HYPOTHETICAL 33.5 KD PROTEIN C1D4.02C IN CHROMOSOME I.// 
6.0e-23:ll4:42//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q10149 . 
F-NT2RP3000742// 1-PHOSPHAT I DYL I NOS I TOL-4 , 5-B I SPHOSPHATE PHOSPHOD I ESTERAS 
E DELTA 1 (EC 3.1.4.11) (PLC-DELTA-1) (PHOSPHOLIPASE C-DELTA-1) (PLC-III 
).//6.7e-12:85:36//RATTUS NORVEGICUS (RAT) .//P10688 

F-NT2RP3000753//CELL SURFACE GLYCOPROTEIN 1 PRECURSOR (OUTER LAYER PROTE 
IN B) (S-LAYER PROTEIN 1) .//0.00011:208:28//CLOSTRIDIUM THERMOCELLUM.//Q 
06852 

F-NT2RP3000759//ADP-RIBOSYLATION FACTOR 6.//8.1e-28:14i:38//GALLUS GALLU 
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S (CHICKEN).//P26990 

F-NT2RP3000815//CYTOCHROME C-551 (C551) (CYTOCHROME C8) .//O. 24:45 :37//PS 
EUDOMONAS DENITRIFICANS.//P00103 

F-NT2RP3000825//ALPHA-LACTALBUMIN (LACTOSE SYNTHASE B PROTEIN (EC 2.4.1. 
22)).//0.82:51:39//MACROPUS RUFOGRISEUS (RED-NECKED WALLABY) . //P07458 
F-NT2RP300.0826//COLLAGEN ALPHA l(XII) CHAIN (FRAGMENTS) .//O. 025: 79: 37//B 
OS TAURUS (BOVINE). //P25508 

F-NT2RP3000836//HYPOTHETICAL PROTEIN IN KSGA 3' REGION (ORF L5) (FRAGMENT 
) .//0.85:36:47//MYC0PLASMA CAPRICOLUM.//P43040 

F-NT2RP3000841//UDP-GLUCURONOSYLTRANSFERASE 1-7 PRECURSOR, MICROSOMAL (E 
C 2.4.1.17) (UDPGT) (UGT1«7) (UGTl-07) (UGT1.7) (UGT1A7) (UGTP4) (FRAGME 
NT).//1.0:70:34//.MUS MUSCULUS (MOUSE) . //Q62452 

F-NT2RP3000845//PUTATIVE SERINE/THREONINE-PROTEIN KINASE P78 (EC 2.7.1.- 
).//5.2e-72:247:61//H0M0 SAPIENS (HUMAN) . //P27448 

F-NT2RP3000847//HYPOTHETICAL PROTEIN KIAA0161.//0.037:55:30//HOMO SAPIEN 
S (HUMAN). //P50876 

F-NT2RP3000850//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//7.4e-31:90:75/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-NT2RP3000852//HYDROPHOBIC SEED PROTEIN (HPS) .//0.33:23:69//GLYCINE MAX 
(SOYBEAN). //P24337 

F-NT2RP3000859// I MMED I ATE-EARLY PROTEI N . //3 . 6e-07 : 189 : 25//HERPESVIRUS SA 

IMIRI (STRAIN 11). //QO 1042 

F-NT2RP3000865 

F-NT2RP3000868//MYOSIN HEAVY CHAIN, CARDIAC MUSCLE ISOFORM (FRAGMENT).// 
1.4e-09:232:28//GALLUS GALLUS (CHICKEN) . //P29616 

F-NT2RP3000869//CUTICLE COLLAGEN 2.//4.5e-08:58:46//CAENORHABDITIS ELEGA 
NS.//P17656 

F-NT2RP3000875//HOMEOBOX PROTEIN CDX-2 (CAUDAL-TYPE HOMEOBOX PROTEIN 2). 
//0.90:62:37//MUS MUSCULUS (MOUSE) .//P43241 
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F-NT2RP3000901 //COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS) . //O. 99: 124: 33//B0S 

TAURUS (BOVINE). //P02453 
F-NT2RP3000904 

F-NT2RP3000917//DHF1 PROTEIN. //6.5e-60:229:55//SCHIZOSACCHAROMYCES POMBE 

(FISSION YEAST) . //P40848 
F-NT2RP3000919//HYPOTHETICAL 33.5 KD PROTEIN C1D4.02C IN CHROMOSOME 
2.4e-19:l59:34//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q10149 
F-NT2RP3000968//40S RIBOSOMAL PROTEIN S15A.//3.7e-48:73:98//H0M0 SAPIENS 

(HUMAN), AND RATTUS NORVEGICUS (RAT) . //P39027 
F-NT2RP3000980//COPA/INCA PROTEIN (REPA3 PROTEIN) . //O. 24: 19:47//ESCHERIC 
HI A C0LI.//P13946 

F-NT2RP3000994//MATERNAL EFFECT PROTEIN STAUFEN.//1.4e-10:78:48//DROSOPH 

ILA MELANOGASTER (FRUIT FLY) . //P25159 

F-Nt2RP3001004//HYPOTHEriCAL 7.6 KD PROTEIN B0563. 8 IN CHROMOSOME X.//0. 

70:50:32//CAENORHABDITIS ELEGANS.//Q11084 

F-NT2RP3001007 

F-NT2RP3001055//N-TERMINAL ACETYLTRANSFERASE COMPLEX ARDl SUBUNIT HOMOLO 
G.//1.3e-05:138:28//DICTY0STELIUM DISCOIDEUM (SLIME MOLD) .//P36416 
F-NT2RP3001057//ZINC FINGER PROTEIN 45 (BRC1744) .//4.0e-28: 141:51//H0M0 
SAPIENS (HUMAN). //Q02386 - - - - 

F-NT2RP300 I 081 //HYPOTHETICAL 46.4 KD PROTEIN T16H12.5 IN CHROMOSOME III. 
//3.8e-08:144:29//CAENORHABDITIS ELEGANS.//P34568 . 

F-NT2RP3001084//SPIDR0IN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT) .//3.4e-0 
6:217:32//NEPHILA CLAVIPES (ORB SPIDER) .//P46804 

F-NT2RP3001096//SYNAPTONEMAL COMPLEX PROTEIN SC65.//l.le-30:244:33//RATT 
US NORVEGICUS (RAT) . //Q64375 

F-NT2RP3001107//ARYLSULFATASE F (EC 3.1.6.-) (ASF) (FRAGMENT) .//O. 041:47 

:44//H0M0 SAPIENS (HUMAN) . //P54793 

F-NT2RP3001109 



2 3 9 6 



ai$E# 2002-3046780 



#2 000—183767 

F-NT2RP3001111//MALE SPECIFIC SPERM PROTEIN MST84DC.//0. 17:28:39//DR0S0P 
HILA MELANOGASTER (FRUIT FLY) .//Q01644 

F-NT2RP3001113//INVOLUCRIN.//0.00036:192:23//MUS MUSCULUS (MOUSE) . //P489 
97 

F-NT2RP3001115 

F-NT2RP3001116//AMINOPEPTIDASE G (EC 3.4.11.-) (FRAGMENT) .//O. 99:29:51// 
STREPTOMYCES LIVIDANS.//Q54340 

F-NT2RP3001119//COLLAGEN ALPHA 4(IV) CHAIN (FRAGMENT) .//O. 0015:73: 39//B0 

S TAURUS (B0VINE).//Q29442 

F-NT2RP3001120//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT) .//I. 3e-57: 229: 52// 
HOMO SAPIENS (HUMAN) .//P16415 

F-NT2RP3001126//HYP0THETICAL 91.2 KD PROTEIN IN RPS4B-SCH9 INTERGENIC RE 
GION.//2.8e-07:83:34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P38888 
F-NT2RP3001133//CALCIUM BINDING PROTEIN. //2. Oe-08: 17l:32//DICTY0STELIUM 
DISCOIDEUM (SLIME MOLD) . //P35085 

F-NT2RP3001140//F-SPONDIN PRECURSOR. //2.0e-147: 244 :97//RATTUS NORVEGICUS 
(RAT) . //P35446 

F-NT2RP3001147//TROPOMY0SIN 2 (TMII) .//O. 11:159:23//SCHIST0S0MA MANSONI 
(BLOOD FLUKE). //P42638 

"F-NT2RP3001150//OCTAPEPT IDE-REPEAT PROTEIN T2. //6. 2e-09: 163: 25//MUS MUSC 
ULUS (MOUSE) . //Q06666 

F-NT2RP3001155//DNA POLYMERASE ALPHA-BINDING PROTEIN (P0B1/CTF4 PROTEIN) 
(CHROMOSOME REPLICATION PROTEIN CHL15) .//4.1e-05:244:23//SACCHAROMYCES 
CEREVISIAE (BAKER'S YEAST). //Q01454 

F-NT2RP3001176//LEUKOSIALIN PRECURSOR (LEUCOCYTE SIALOGLYCOPROTEIN) (SIA 
LOPHORIN) (CD43) (LY 48) (B CELL DIFFERENTIATION ANTIGEN LP-3) .//0.21:13 
6:26//MUS MUSCULUS (MOUSE) .//P15702 

F-NT2RP3001214//SAP1 PROTEIN. //O. 058: 133:30//SACCHAR0MYCES CEREVISIAE (B 
AKER'S YEAST). //P39955 
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F-NT2RP3001216//CYLICIN I (MULTIPLE-BAND POLYPEPTIDE I) (FRAGMENT) .//2. 1 
e-08:l37:33//HOMO SAPIENS (HUMAN) . //P35663 

F-NT2RP3001221//GAMMA-BUTYROBETAINE,2-OXOGLUTARATE DIOXYGENASE (EC 1.14. 
11.1) (GAMMA-BUTYROBETAINE HYDROXYLASE) .//4.2e-05: 131: 26//PSEUD0M0NAS SP 
. (STRAIN AK-1).//P80193 

F-NT2RP3001232//HYPOTHETICAL PROTEIN PRECURSOR IN CSS 3' REGION (FRAGMENT 
) . //O . 75 : 57 : 31 //ESCHER I CH I A COL I . / /P33792 

F-NT2RP3001236//TRANSFORMING PROTEIN MAF.//0.017:136:30//AVIAN MUSCULOAP 

ONEUROTIC FIBROSARCOMA VIRUS AS42. //P23091 

F-NT2RP3001239//ELECTROMOTOR NEURON-ASSOCIATED PROTEIN 1 (FRAGMENT) .//4. 
2e-55:221:49//T0RPED0 CALIFORNICA (PACIFIC ELECTRIC RAY) . //P14400 
F-NT2RP3001245 

F-NT2RP3001253//TROPOMYOSIN 2, MUSCLE THORACIC ISOFORM (TROPOMYOSIN I)./ 
/O. 0042: 142 :24//DR0S0PHILA MELANOGASTER (FRUIT FLY) .//P09491 
F-NT2RP3001260//COLLAGEN ALPHA 4(IV) CHAIN PRECURSOR. //0.0011:89:43//HOM 
0 SAPIENS (HUMAN). //P53420 

F-NT2RP3001268//ZINC FINGER PROTEIN 45 (BRC1744) . //9.0e-29: 194:44//H0M0 
SAP I ENS (HUMAN) . //Q02386 

F-NT2RP3001272//HYPOTHETICAL 75.2 KD PROTEIN C13F4.08C IN CHROMOSOME I./ 
/8.2e-17: 183:26//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//QIC 199 
F-NT2RP3001274//SERINE/THREONINE PROTEIN PHOSPHATASE 5 (EC 3.1.3.16) (PP 
5) (PROTEIN PHOSPHATASE T) (PPT) (FRAGMENT) .//I. 7e-09: 78: 39//MUS MUSCULU 
S (MOUSE). //Q60676 

F-NT2RP3001281//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//7.7e-08:38:71// 
HOMO SAPIENS (HUMAN) .//P39188 

F-NT2RP3001297//HYPOTHETICAL PROTEIN KIAA0281 (HA6725) .//2.2e-57: 159:70/ 
/HOMO SAPIENS (HUMAN) . //Q92556 

F-NT2RP3001307//SPERM PROTAMINE P1.//0.21:46:39//0RNITH0RHYNCHUS ANATINU 
S (DUCKBILL PLATYPUS). //P35307 
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F-NT2RP3001318 

F-NT2RP3001325//ENHANCER OF RUDIMENTARY HOMOLOG.//1.0:73:24//BRACHYDANIO 

RERIO (ZEBRAFISH) (ZEBRA DANIO) .//Q98874 
F-NT2RP3001338//ZINC FINGER PROTEIN 29 (ZINC FINGER PROTEIN K0X26) (FRAG 
MENT).//0.002l:56:35//HOMO SAPIENS (HUMAN) .//P17037 

F-NT2RP3001339//CITR0N PROTEIN. //3.6e-06: 90 :33//MUS MUSCULUS (MOUSE). //P 
49025 

F-NT2RP3001340//HYPOTHETICAL PROTEIN UL61.//7.2e-ll:202:34//HUMAN CYTOME 
GALOVIRUS (STRAIN AD169) . //P16818 
^ F-NT2RP3001355//TRICARB0XYLATE TRANSPORT PROTEIN PRECURSOR (CITRATE TRAN 
SPORT PROTEIN) (CTP) (TRICARBOXYLATE CARRIER PROTEIN) .//7.7e-16: 129:33// 
HOMO SAPIENS (HUMAN) . //P53007 

F-NT2RP3001356//RAS-RELATED PROTEIN RASA (FRAGMENT) .//O. 00041: 66: 28//DIC 
TYOSTELIUM DISCOIDEUM (SLIME MOLD) .//P34141 
• F-NT2RP3001374 

F-NT2RP3001383//PTB-ASS0CIATED SPLICING FACTOR (PSF) .//2.5e-06: 190:32//H 
OMO SAPIENS (HUMAN). //P23246 

F-NT2RP3001384//CHORION PROTEIN S15.//0.00079:94:37//DROSOPHILA VIRILIS 
_ (FRUIT FLY).//P13424 
~ F-NT2RP3001392//VPU: PROTEIN (ORF-X PROTEIN) (UPX PROTEIN) .//1. 0:22: 45//G " 
APRINE ARTHRITIS ENCEPHALITIS VIRUS (CAEV) . //P31834 

F-NT2RP3001396//HYP0THETICAL 8.1 KD PROTEIN (0RF4) .//1.0:37:32//STRAWBER 
RY MILD YELLOW EDGE-ASSOCIATED VIRUS (SMYEAV) . //Q00848 
F-NT2RP3001398//KRUEPPEL-RELATED ZINC FINGER PROTEIN 2 (HKR2 PROTEIN) (F 
RAGMENT).//1.9e-08:45:37//HOMO SAPIENS (HUMAN) .//P10073 
F-NT2RP3001399//SSU72 PROTEI N . //7 . 3e-18 : 84 : 52//SACCHAR0MYCES CEREV I S I AE 
(BAKER'S YEAST). //P53538 

F-NT2RP3001407//SCY1 PROTEIN. //I. 5e-08:143:25//SACCHAR0MYCES CEREVISIAE 
(BAKER' S YEAST) . //P53009 
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F-NT2RP3001420//HYPOTHETICAL 7.9 KD PROTEIN.//0.25:4l:26//VACCINIA VIRUS 

(STRAIN COPENHAGEN) . //P20542 
F-NT2RP3001426//DNAJ PROTEIN. //7.5e-15:78:43/ /HAEMOPHILUS INFLUENZAE.//? 
43735 

F-NT2RP3001427//WERNER SYNDROME HELICASE.//3.6e-13: 159:33//H0M0 SAPIENS 
(HUMAN). //Q14191 

F-NT2RP3001428//NUCLEOPROTEIN TPR.//1.8e-53:117:99//H0M0 SAPIENS (HUMAN) 
.//P12270 

F-NT2RP3001432//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 5 (EC 1.6.5.3) (FRA 
GMENT).//0.96:52:21//TARSIUS SYRICHTA (TARSIER) .//Q36151 
F-NT2RP3001447//HYPOTHETICAL 5.5 KD PROTEIN IN REPLICATION ORIGIN REGION 

(ORF1).//0.96:45:35//ESCHERICHIA COLI.//P14505 
F-NT2RP3001449//HOMEOBOX PROTEIN SAX-1 (CHOX-3) (FRAGMENT) . //O. 0043: 53: 4 
3//GALLUS GALLUS (CHICKEN) .//P19601 

F-NT2RP3001453//MALE SPECIFIC SPERM PROTEIN MST84DB.//0.0048:65:40//DROS 
OPHILA MELANOGASTER (FRUIT FLY) .//Q01643 

F-NT2RP3001457//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS28.//0.55 
:121:20//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //Q02767 
F-NT2RP3001459//MY0SIN IC HEAVY CHAIN. //O. 10: 126: 34//ACANTHAM0EBA CASTEL 
LAN 11 (AMOEBA). //PI 0569 " ' ' 

F-NT2RP3001472//NONHISTONE CHROMOSOMAL PROTEIN 6A. //3. Oe-14:87:43//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST). //P11632 

F-NT2RP300 1490//METALLOTH lONE I N-L I KE PROTE I N LSC54 . // 1 . 0 : 39 : 35//BRASS ICA 

NAPUS (RAPE).//P43402 
F-NT2RP3001495//UBIQUITIN— PROTEIN LIGASE RSP5 (EC 6.3.2.-) .//3.3e-14: 14 
8:35//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P39940 
F-NT2RP3001497//C0LLAGEN ALPHA l(XII) CHAIN (FRAGMENTS) .//O. 13:44 :38//B0 
S TAURUS (BOVINE). //P25508 

F-NT2RP3001527//SPERM PROTAMINE Pl.//0.35:29:37//DIDELPHIS MARSUPIALIS V 
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IRGINIANA (NORTH AMERICAN OPOSSUM), AND MONODELPHIS DOMESTICA (SHORT-TAI 
LED GREY OPOSSUM) .//P35305 

F-NT2RP3001529//HYPOTHETICAL 43.3 KD GTP-BINDING PROTEIN IN DACB-RPMA IN 
TERGENIC REGION. //3.3e-21:125:37//ESCHERICHIA COLI .//P42641 
F-NT2RP3001538//HNF3/FH TRANSCRIPTION FACTOR GENESIS (WINGED HELIX PROTE 
IN CWH-3).//0.13:53:39//GALLUS GALLUS (CHICKEN) .//P79772 
F-NT2RP3001554//ELECTROMOTOR NEURON-ASSOCIATED PROTEIN 2 (FRAGMENT) . //2 . 
3e-48:137:52//T0RPEDO CALIFORNICA (PACIFIC ELECTRIC RAY) .//P14401 
F-NT2RP3001580//GERM CELL-LESS PROTEIN. //8. 2e-18: 100 : 42//DR0S0PHILA ^MELA 
^ NOGASTER (FRUIT FLY) .//Q01820 

F-NT2RP3001587//UBIQUITIN-ACTIVATING ENZYME El-LIKE (POLYMERASE- INTERACT 
ING PROTEIN 2).//2.0e-47:188:51//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST 
).//P52488 

F-NT2RP3001589//1!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//7.4e-4l:87:80/ 
/HOMO SAPIENS (HUMAN) . //P39193 

F-NT2RP3001607//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//1.0>:49:32// 
DICENTRARCHUS LABRAX (EUROPEAN SEA BASS) . //Q36362 

F-NT2RP3001608//EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN) .//O. 0013: 
177:25//ZEA MAYS (MAIZE) .//P14918 

F-NT-2RP3001621//MALE SPECIFIC- SPERM PROTEIN MST84DD.//0.84:29:37//DROSOP - 
HILA MELANOGASTER (FRUIT FLY) .//Q01645 

F-NT2RP3001629//RAS-RELATED C3 BOTULINUM TOXIN SUBSTRATE 1 (P21-RAC1) (F 
RAGMENTS).//0.91:57:24//CAVIA PORCELLUS (GUINEA PIG) .//P80236 
F-NT2RP3001634//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//8.9e-ll:73:54/ 
/HOMO SAPIENS (HUMAN) .//P39189 

F-NT2RP3001642//HYPOTHETICAL PROTEIN KIAA0210.//l.le-12:ll7:29//H0M0 SAP 
lENS (HUMAN). //Q92609 

F-NT2RP3001646//HYPOTHETICAL 29.3 KD PROTEIN (0RF92) .//0.0092:69:34//ORG 
YIA PSEUDOTSUGATA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV) . //010341 
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F-NT2RP3001671//RING CANAL PROTEIN (KELCH PROTEIN) .//0.0042:55:41//DROSO 

PHI LA MELANOGASTER (FRUIT FLY) . //Q04652 

F-NT2RP3001672 

F-NT2RP3001676//GTP-BINDING PROTEIN LEPA (FRAGMENT) .//I. 2e-15: 56: 62//PSE 

UDOMONAS FLU0RESCENS.//P26843 

F-NT2RP3001678//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT) .//O. 054: 
187:31//NEPHILA CLAVIPES (ORB SPIDER) .//P46804 

F-NT2RP3001679/ /HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME III./ 
/ 1 . 5e-07 : 63 : 44//CAEN0RHABD I T I S ELEGANS . //P34679 
^ F-NT2RP3001688//GLUCOAMYLASE SI PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA 
-GLUCOSIDASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE) (GAI) .//1.0:83:28//SAC 
CHAROMYCES DIASTATICUS (YEAST) . //P04065 

F-NT2RP3001690//MYOSIN HEAVY CHAIN, CARDIAC MUSCLE BETA ISOFORM.//0.621: 

247:24//H0M0 SAPIENS (HUMAN) . //P12883 

F-NT2RP3001698 

F-NT2RP3001708//TWISTED GASTRULATION PROTEIN PRECURSOR. //7.7e-12: 73: 43// 
DROSOPHILA MELANOGASTER (FRUIT FLY) .//P54356 

F-NT2RP3001712//CEC-1 PROTEIN. //I .9e-07: 121 : 29//CAEN0RHABDITIS ELEGANS. / 
/P34618 

F-NT2RP3001716//SALIVARY GLUE PROTEIN SGS-3 PRECURSOR. //0:89:54:40//DROS 
OPHILA SIMULANS (FRUIT FLY) , //P13729 

F-NT2RP3001724//CHROMODOMAIN-HELICASE-DNA-BINDING PROTEIN 1 (CHD-l).//7. 
5e-41:164:48//H0M0 SAPIENS (HUMAN) . //014646 

F-NT2RP3001727//HYP0THETICAL 37.7 KD PROTEIN ZK686.3 IN CHROMOSOME III./ 
/1.5e-51:240:41//CAENORHABDITIS ELEGANS. //P34669 

F-NT2RP3001730//SEPTIN 2 HOMOLOG (FRAGMENT) .//2.4e-122: 267: 86//H0M0 SAPI 
ENS. (HUMAN). //Q14141 

F-NT2RP3001739//INTESTINAL SODIUM/DICARBOXYLATE COTRANSPORTER (NA(+)/DIC 
ARBOXYLATE COTRANSPORTER) .//O. 99:63 :34//RATTUS NORVEGICUS (RAT) . //P70545 
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F-NT2RP3001752//! ! ! ! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//4.0e-21:60:85/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-NT2RP3001753//HYPOTHETICAL PROTEIN KIAA0127.//7.9e-12:83:44//HOMO SAPI 
ENS (HUMAN). //Q14140 

F-NT2RP3001764//DUAL SPECIFICITY PROTEIN PHOSPHATASE 6 (EC 3.1.3.48) (EC 
3.1.3.16) (DUAL SPECIFICITY PROTEIN PHOSPHATASE PYST.l) .//7.7e-25: 146:36 
//HOMO SAPIENS (HUMAN) .//Q16828 

F-NT2RP3001777//SERINE/THRE0NINE-PROTEIN KINASE STE20 HOMOLOG (EC 2.7.1. 
-).//0. 0096: 204: 25//CANDIDA ALBICANS (YEAST) . //Q92212 

F-NT2RP300 1782// ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//0.9l:34:44/ 
/PONGO PYGMAEUS ABELII (SUMATRAN ORANGUTAN) . //P92694 

F-NT2RP3001792//HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN M (HNRNP M).//l. 

8e-33:159:53//H0M0 SAPIENS (HUMAN) . //P52272 

F-NT2RP3001799//LIGHT-HARVESTING PROTEIN B800/830/1020, ALPHA-2 CHAIN (E 
HS-ALPHA-2) (ANTENNA PIGMENT PROTEIN, ALPHA-2 CHAIN) .//O. 14:46 :28//ECT0T 
H lORHODOSP I RA HALOCHLOR I S . / /P80 1 03 

F-NT2RP3001819//PR0C0LLAGEN ALPHA 2(1) CHAIN PRECURSOR. //O. 00030:77:36// 
HOMO SAPIENS (HUMAN) .//P08123 

F-NT2RP3001844//OCTAMER-BINDING TRANSCRIPTION FACTOR 1 (OTF-1) (NF-Al) ( 
FRAGMENT) . //0 . 99 : 43 • 34//MACR0PUS EUGEN 1 1 (TAMMAR ' W.ALLABY) . //Q28456 
F-NT2RP3001854//FIBRIN0GEN- AND IG-BINDING PROTEIN PRECURSOR (MRP PROTEI 
N) .//9.3e-10:213:24//STREPT0C0CCUS PYOGENES. //P30 141 

F-NT2RP3001855//HOMEOBOX PROTEIN PKNOXl (HOMEOBOX PROTEIN PREP-1) .//2.6e 
-61:220:60//HOMO SAPIENS (HUMAN) .//P55347 

F-NT2RP3001857//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-l.//1.0e-13:21 
3 : 24//P0D0SP0RA ANSER I NA . //Q00808 

F-NT2RP3001896//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66) .//O. 
074:l24:34//H0MO SAPIENS (HUMAN) .//Q15428 

F-NT2RP3001898//REGULATORY PROTEIN E2.//0.36:131:29//CANINE ORAL PAPILLO 
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MAVIRUS (CGPV).//Q89420 

F-NT2RP3001915//CHITIN BIOSYNTHESIS PROTEIN CHS5 (CAL3 PROTEIN) .//O. 0021 
:237:23//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST) .//Q121 14 
F-NT2RP3001926//HYPOTHETICAL 14.0 KD PROTEIN IN RPL15B-GCR3 INTERGENIC R 
EGION.//1.0:63:34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //Q03880 
F-NT2RP3001929//1!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//l .4e-14:35:60/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-NT2RP3001931//HYPOTHETICAL 59.3 KD PROTEIN IN TAP42-ARP9 INTERGENIC RE 
GION.//0.86:162:24//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //Q05040 
^ F-NT2RP3001938//GLYCOPROTEIN GP50.//0.0036:54:40//PSEUDORABIES VIRUS (ST 
RAIN RICE) (PRV).//P07645 

F-NT2RP3001943//33.2 KD PROTEIN IN DIND-RPH INTERGENIC REGION (ORF X).// 
1.0:113:27//ESCHERICHIA COLI .//P23839 

F-NT2RP3001944//HYP0THETICAL 47.6 KD PROTEIN C16C10.5 IN CHROMOSOME III. 
//4.1e-56:208:47//CAEN0RHABDITIS ELEGANS.//Q09251 

F-NT2RP3001969//PUFF I 1/9-2 PROTEIN PRECURSOR. //O. 0078: 149: 26//SCIARA CO 
PROPHILA (FUNGUS GNAT) . //P22312 

F-NT2RP3001989//SPERM PROTAMINE PI (CYSTEINE-RICH PROTAMINE) .//I. 0:41:31 
//MUS MUSCULUS (MOUSE) .//P02319 

^ --U^NTORPaOrtOO'ft? / / I I I I i PTI CTIRCAM T I V" CY HAPHTWr P-MTPV" T I | I /VT 9i»l./l7l *-RQ * 7Q / 

A 11 X XJ A&A V^VVUVVU// AlM-t\J <^\JUi. IXIX X XJ X k^/X Vf XXX&ll X IIXJI X^ll XIXX *i««//X.«Xd^ « w • • / 

/HOMO SAPIENS (HUMAN) .//P39195 

F-NT2RP3002004//TRANSCRIPTION FACTOR BF-2 (BRAIN FACTOR 2) (BF2) .//O.OOO 
24:45:40//MUS MUSCULUS (MOUSE) .//Q61345 

F-NT2RP3002007//TENASCIN PRECURSOR (TN) (HEXABRACHION) (CYTOTACTIN) (NEU 
RONECTIN) (GMEM) (JI) (MIOTENDINOUS ANTIGEN) (GLIOMA-ASSOCIATED-EXTRACEL 
LULAR MATRIX ANTIGEN) (GP 150-225) (TENASCIN-C) .//0.21: 115:28//H0M0 SAPI 
ENS (HUMAN). //P24821 

F-NT2RP3002014//HYPOTHETICAL 32.0 KD PROTEIN C09F5.2 IN CHROMOSOME III./ 
/1.7e-25:139:48//CAEN0RHABDITIS ELEGANS.//Q09232 
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F-NT2RP3002033// ACTIVATOR OF APOPTOSIS HARAKIRI (NEURONAL DEATH PROTEIN 
DP5).//0.14:65:41//H0M0 SAPIENS (HUMAN) .//000198 

F-NT2RP3002045// ALPHA-ADAPT IN C (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 ALP 
HA-C LARGE CHAIN) (100 KD COATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADA 
PTOR HA2/AP2 ADAPTIN ALPHA C SUBUNIT) . //8. le-108: 192:98//MUS MUSCULUS (M 
0USE).//P17427 

F-NT2RP3002054//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556.//0.04 
6: 176:31//STREPT0MYCES FRADIAE.//P20186 

F-NT2RP3002056//140 KD NUCLEOLAR PHOSPHOPROTEIN (NOPP140) .//1.4e-07:245: 
25//RATTUS NORVEGICUS (RAT) .//P41777 

F-NT2RP3002057//SMALL HYDROPHOBIC PROTEIN. //I. 0:12:66//SIMIAN VIRUS 5 (S 
TRAIN W3) (SV5).//P07577 

F-NT2RP3002062//PROTEASE A INHIBITOR 3 (PROTEINASE INHIBITOR I(A)3).//1. 
0:49:32//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P01094 
F-NT2RP3002063//ACYL CARRIER PROTEIN (ACP) .//0.99:38:31//HAEMOPHILUS INF 
LUENZAE.//P43709 

F-NT2RP3002081//HYPOTHETICAL 100.5 KD PROTEIN C1B9.04 IN CHROMOSOME I.// 
5.8e-35:253:37//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) , //Q10429 
F-NT2RP3002097//HYPOTHETICAL 98.1 KD PROTEIN IN SPX19-GCR2 INTERGENIC RE 
GION .7/6 . 2e-06 : 89: 31//SACCHAR0MYCES'CEREVISI AE (BAKER' S YEAST) . //P40164 
F-NT2RP3002102//HYPOTHETICAL 7.4 KD PROTEIN. //O. 68: 34 :47//THERM0PR0TEUS 
TENAX VIRUS 1 (STRAIN KRAI) (TTVl) . //P19302 

F-NT2RP30021p8//HYPOTHETICAL 105.5 KD PROTEIN R13F6.10 IN CHROMOSOME III 
.//7.9e-19:179:34//CAEN0RHABDITIS ELEGANS.//Q21986 

F-NT2RP3002142//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//2.6e-17: 37:75// 
HOMO SAPIENS (HUMAN) .//P39188 

F-NT2RP3002146//CUTICLE COLLAGEN 40.//0.00034:90:37//CAENORHABDITIS ELEG 
ANS.//P34804 

F-NT2RP3002147//SALIVARY PROLINE-RICH PROTEIN PO PRECURSOR (ALLELE S).// 
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0.01l:l66:28//HOMO SAPIENS (HUMAN) . //P10163 

F-NT2RP3002151//G1 TO S PHASE TRANSITION PROTEIN 1 HOMOLOG (GTP-BINDING 
PROTEIN GSTl-HS).//4.8e-ll:60:53//HOMO SAPIENS (HUMAN) .//P15170 
F-NT2RP3002163//TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TA 
FII-135) (TAFII135) (TAFII-130) (TAFI 1130) .//O. 028: 191: 29//H0M0 SAPIENS ^ 
(HUMAN). //000268 

F-NT2RP3002165//TRANSCRIPTIONAL REGULATOR PROTEIN HCNGP.//2.3e-131:223:9 
1//MUS MUSCULUS (MOUSE) .//Q02614 

F-NT2RP3002166//D-ALANYL CARRIER PROTEIN (DCP) .//1.0:65:33//LACTOBACILLU 
^ S CASEI.//P55153 

F-NT2RP3002173//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!! !//2.4e-26: 114:62 
//HOMO SAPIENS (HUMAN) .//P39194 

F-NT2RP3002 181 //MALE SPECIFIC SPERM PROTEIN MST84DD.//0.25:3l:38//DR0S0P 
HILA MELANOGASTER (FRUIT FLY) .//Q01645 

F-NT2RP3002244//SPERM PROTAMINE PI (CYSTEINE-RICH PROTAMINE) .//O. 069: 16: 
62//0VIS ARIES (SHEEP), AND CAPRA HIRCUS (GOAT) .//P04102 
F-NT2RP3002248//MICROFIBRILLAR-ASSOCIATED PROTEIN 1 (ASSOCIATED MICROFIB 
' RIL PROTEIN) (AMF).//0. 0079: 187 :24//GALLUS GALLUS (CHICKEN) .//P55080 
F-NT2RP3002255//PR0LINE-RICH PROTEIN MP-3 (FRAGMENT) .//4.6e-10: 168: 34//M 
US MUSCULUS (MOUSE)". //P05 143' ' 

F-NT2RP3002273//SCD6 PROTEIN. //I. 5e-ll: 160:33//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST) . //P45978 

F-NT2RP3002276//PROBABLE E4 PROTEIN. //0.91:54:29//HUMAN PAPILLOMAVIRUS T 
YPE 16.//P06922 

F-NT2RP3002303//HYPOTHETICAL 30.2 KD PROTEIN C4D7.04C IN CHROMOSOME I.// 
1.7e-42:l91:43//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//014171 
F-NT2RP3002304 

F-NT2RP3002330//NNP-1 PROTEIN. //O. 52: 140: 18//MUS MUSCULUS (MOUSE) .//P561 
83 
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F-NT2RP3002343//5E5 ANTIGEN. //0.0056:189:30//RATTUS NORVEGICUS (RAT).//Q 
63003 

F-NT2RP3002351//NAD-DEPENDENT METHYLENETETRAHYDROFOLATE DEHYDROGENASE (E 
C 1.5.1.15) / METHENYLTETRAHYDROFOLATE CYCLOHYDROLASE (EC 3.5.4.9) MITOC 
HONDRIAL PRECURSOR. //I. 06-66:196:68/ /HOMO SAPIENS (HUMAN) . //P13995 
F-NT2RP3002352//PRESYNAPTIC PROTEIN SAP102 (SYNAPSE-ASSOCIATED PROTEIN 1 
02) (NEUROENDOCRINE-DLG) (NE-DLG) .//0.79: 173:27//H0M0 SAPIENS (HUMAN).// 
Q92796 

F-NT2RP3002377//PUTATIVE HELICASE YGR271W.//1. 0e-56:216:44//SACCHAROMYCE 
S CEREVISIAE (BAKER' S YEAST) . //P53327 

F-NT2RP3002399//MINICHROMOSOME MAINTENANCE PROTEIN 6.//1.4e-19:136:31//S 
ACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P53091 

F-NT2RP3002402//EBNA-6 NUCLEAR PROTEIN (EBNA-3C) (EBNA-4B) .//O. 74: 107:36 
//EPSTEIN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03204 
F-NT2RP3002455//DNAJ PROTEIN (FRAGMENT) .//5.6e-06: 57: 42//AGR0BACTERIUM T. 
UMEFACIENS.//P50018 

F-NT2RP3002484//HYP0THETICAL 46.5 KD PROTEIN C12B10.04 IN CHROMOSOME I./ 
/0.00032:52:48//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Ql 0438 
F-NT2RP3002501//HYP0THETICAL 34.9 KD PROTEIN IN FRE2-JEN1 INTERGENIC REG 
ION . //9 . 4e-42 : 209 : 42/7SACCHAR0MYCES CEREV ISIAE (BAKER! S YEAST) . //P36007 
F-NT2RP3002512//HYP0THETICAL 37.4 KD PROTEIN IN GPMl-MCRl INTERGENIC REG 
I0N.//7.7e-32:162:37//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P36059 
F-NT2RP3002529//PUTATIVE VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN C2G 
11.03C.//2.1e-45:241:43//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST). //Q09 
805 

F-NT2RP3002545 

F-NT2RP3002549//HYPOTHETICAL 26.6 KD PROTEIN T19C3.4 IN CHROMOSOME III./ 
/2.8e-41:161:52//CAEN0RHABDITIS ELEGANS.//Q10010 

F-NT2RP3002566// I MMEDI ATE-EARLY PROTE IN I E180 . //O . 56 : 130 : 24//PSEUD0RAB I E 
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S VIRUS (STRAIN KAPLAN) (PRV) . //P33479 

F-NT2RP3002587 

F-NT2RP3002590 

F-NT2RP3002602//PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) (EC 5.3.4.1) 

(THIOREDOXIN- RELATED GLYCOPROTEIN 1) .//O. 00091: 111: 28//SACCHAR0MYCES C 
EREVISIAE (BAKER'S YEAST) .//P17967 

F-NT2RP3002603//HYPOTHETICAL 14.2 KD PROTEIN IN BLAB 3' REGION. //1. 0:65: 4 
0//STREPTOMYCES CACAOI .//P33654 

F-NT2RP3002628//DNAJ-LIKE PROTEIN SLR0093.//2.4e-17: 101 :44//SYNECH0CYSTI 
• S SP. (STRAIN PCC 6803).//P50027 

F-NT2RP3002631//METALLOTHIONEIN-IB (MT-IB) .//0.092:36:33//HOMO SAPIENS ( 
HUMAN). //P07438 

F-NT2RP3002650//DUALIN . //3 . Oe-21 : 184: 37//GALLUS GALLUS (CHICKEN) . //Q9083 
0 

F-NT2RP3002659//PROCOLLAGEN ALPHA 2(1) CHAIN PRECURSOR. 7/0.00016:223:33/ 
/HOMO SAPIENS (HUMAN) .//P08123 

F-NT2RP3002660//40S RIBOSOMAL PROTEIN S27A.//0. 16:72:31//CAEN0RHABDITIS 
ELEGANS.//P37165 

F-NT2RP3002663//OXYSTEROL-BINDING PROTEIN. //5.4e-23: 168:41//H0M0 SAPIENS 
^ (HUMAN). 7/P22059 • " " " - - 

F-NT2RP3002671//HYPOTHETICAL 124.5 KD PROTEIN IN SK01-RPL44A INTERGENIC 
REGION. //6.0e-38:203:43//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P538 
93 

F-NT2RP3002682//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4L (EC 1.6.5.3).//0 
.25:63:31//ARTEMIA SALINA (BRINE SHRIMP) .//P19049 

F-NT2RP3002687//HYPOTHETICAL 30.4 KD PROTEIN IN LEF3-IAP2 INTERGENIC REG 
ION.//0.029:60:36//AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (AC 
MNPV).//P41469 

F-NT2RP3002688//KINESiN-LIKE PROTEIN KIFlB.//5.3e-61:130:88//MUS MUSCULU 
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S (MOUSE). //Q60575 

F-NT2RP3002701 //SPERM MITOCHONDRIAL CAPSULE SELENOPROTEIN (MCS) .//7.4e-0 
5:109:33//MUS MUSCULUS (MOUSE) . //P15265 

F-NT2RP3002713//PROBABLE ATP-DEPENDENT RNA HELICASE DDXIO (DEAH BOX PROT 
EIN 10).//0.77:70:32//HOMO SAPIENS (HUMAN) .//Q13206 

F-NT2RP3002763//HYPOTHETICAL 11.3 KD PROTEIN C2C6.07 IN CHROMOSOME I.//6 
.7e-ll:66:40//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //014056 
F-NT2RP3002770//C0LLAGEN ALPHA 1(IX) CHAIN (FRAGMENT) .//O. 33:87 :34//MUS 
MUSCULUS (MOUSE). //Q05722 > 

F-NT2RP3002785//LETHAL(2)DENTICLELESS PROTEIN (DTL83 PROTEIN) .//9.7e-36: 
187:39//DR0S0PHILA MELANOGASTER (FRUIT FLY) .//Q24371 

F-NT2RP3002799//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//5.6e-08:41:73// 
HOMO SAPIENS (HUMAN) . //P39188 

F-NT2RP3002810//!!! ! ALU SUBFAMILY SP WARNING ENTRY !! H//0. 0034: 35: 65// 
HOMO SAPIENS (HUMAN). //P39193 

F-NT2RP3002818//MAJOR CENTROMERE AUTOANTIGEN B (CENTROMERE PROTEIN B) (C 
ENP-B).//3.2e-17:l48:37//MUS MUSCULUS (MOUSE) . //P27790 

F-NT2RP3002861 //HYPOTHETICAL 70.2 KD PROTEIN IN GSH1-CHS6 INTERGENIC REG 
I0N.//1.7e-05:95:31//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P42951 
F-NT2RP3602869/ /TRYPSIN INHIBITOR M (BDTI-I I) . //O . 97: 23:39//BRY0NIA DIO" 
ICA (RED BRYONY). //PI 1968 

F-NT2RP3002876//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP33).//0. 
00017: 140 :31//RATTUS NORVEGICUS (RAT) . //P04474 

F-NT2RP3002877//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//2.5e-06:55:60/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-NT2RP3002909//P53-BINDING PROTEIN 53BP2 (BCL2-BINDING PROTEIN) (BBP)./ 
/4.6e-08:129:38//HOMO SAPIENS (HUMAN) . //Q13625 

F-NT2RP3002911//HYPOTHETICAL PROTEIN C18.//0.99:26:50//SWINEPOX VIRUS (S 
TRAIN KASZA) (SPY) .//P32217 
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F-NT2RP3002948//RING CANAL PROTEIN (KELCH PROTEIN) .//I. 2e-23: 113: 47//DR0 
SOPHILA MELANOGASTER (FRUIT FLY) . //Q04652 

F-NT2RP3002953//CADHER IN-RELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN 
).//0.55:116:27//DROSOPHILA MELANOGASTER (FRUIT FLY) . //P33450 

F-NT2RP3002955//HYPOTHETICAL 16.5 KD PROTEIN IN BLTR-SPOIIIC INTERGENIC 
REGION. //0.87:67:37//BACILLUS SUBTILIS.//P54445 

F-NT2RP3002969//LONG-CHA IN-FATTY-AC I D~COA LIGASE 4 (EC 6.2.1.3) (LONG-C 
HAIN ACYL-COA SYNTHETASE 4) (LACS 4) .//6.7e-56: 189:59//H0M0 SAPIENS (HUM 
AN).//060488 

^ F-NT2RP3002972//HYPOTHETICAL 73.0 KD PROTEIN IN CLA4-MID1 INTERGENIC REG 
ION. //O. 0028: 147 :27//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P48566 
F-NT2RP3002978//PROBABLE E5 PROTEIN. //O. 15:55:36//HUMAN PAPILLOMAVIRUS T 

YPE 51.//P26553 

F-NT2RP3002985//METALLOTHIONEIN (MT) .//O.p031:49:42//PLEURONECTES PLATES 
SA (PLAICE). //P07216 

F-NT2RP3002988//NEUROGENIC LOCUS NOTCH HOMOLOG PROTEIN 1 PRECURSOR (MOTC 
H PROTEIN). //I. 0:lll:29//MUS MUSCULUS (MOUSE) . //QO 1705 

F-NT2RP3003008//HYPOTHETICAL 54.7 KD PROTEIN F37A4.1 IN CHROMOSOME III./ 
/0.96:112:25//CAEN0RHABDITIS ELEGANS.//P41879 

®- -I7-MT9pPWQ^Q39 - - 

F-NT2RP3003059//HYPOTHETICAL 52.3 KD PROTEIN C56F8.06C IN CHROMOSOME I P 
RECURS0R.//9.7e-27:216:37//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q 
10254 

F-NT2RP3003061//ANKYRIN R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE ANKYRIN)./ 
/3.7e-25:167:34//H0M0 SAPIENS (HUMAN) .//P16157 

F-NT2RP3003068//SERYL-TRNA SYNTHETASE (EC 6.1.1.11) (SERINE—TRNA LIGASE 
) (SERRS) (FRAGMENT). //O. 074: 82 :39//SULF0L0BUS S0LFATARICUS.//033780 
F-NT2RP3003071//VASODILATOR-STIMULATED PHOSPHOPROTEIN (VASP) .//O. 0085: 12 
8:30//H0M0 SAPIENS (HUMAN) . //P50552 
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F-NT2RP3003078//SPERM ACROSOMAL PROTEIN FSA-ACR.l PRECURSOR (FRAGMENT)./ 
/0.028:165:31//VULPES VULPES (RED FOX) . //P53353 

F-NT2RP3003101//TETRACYCLINE RESISTANCE PROTEIN, CLASS C (TETA(C)) .//l.O 
e-14:243:25//ESCHERICHIA COLI.//P02981 

F-NT2RP3003121//SUPPRESSOR PROTEIN SRP40.//7.4e-05: 143:27//SACCHAR0MYCES 

CEREVISIAE (BAKER'S YEAST) . //P32583 
F-NT2RP3003133//65 KD YES-ASSOCIATED PROTEIN (YAP65) .//0.024:61:42//GALL 
US CALLUS (CHICKEN). //P46936 

F-NT2RP3003138//KINESIN-LIKE PROTEIN KIF4.//1. le-118: 15l:93//MUS MUSCULU 
# S (MOUSE). //P33174 

F-NT2RP3003139//ATP-BINDING CASSETTE TRANSPORTER ABC1.//1..0:70:30//SCHIZ 
OSACCHAROMYCES POMBE (FISSION YEAST) . //Q92337 

F-NT2RP3003145//MILK FAT GLOBULE-EGF FACTOR 8 PRECURSOR (MFG-E8) (HMFG) 
(BREAST EPITHELIAL ANTIGEN BA46) (MFGM) .//2.0e-12:12l:37//HOMO SAPIENS ( 
HUMAN). //Q08431 
F-NT2RP3003150 

F-NT2RP3003157//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFl).//4.0e 
-79:260:54//HOMO SAPIENS (HUMAN) .//P51522 

F-NT2RP3003185//TROPOMYOSIN.//0.077:122:27//SCHIZOSACCHAROMYCES POMBE (F 
^ ISSION YEAST).//Q0208S - - 

F-NT2RP3003193//ZINC FINGER PROTEIN 135.//7.2e-91:239:65//H0M0 SAPIENS ( 
HUMAN). //P52742 

F-NT2RP3003197//HYPOTHETICAL 28.1 KD PROTEIN IN SIPU-PBPC INTERGENIC REG 
ION.//1.3e-07:117:34//BACILLUS SUBTILIS.//P42966 

F-NT2RP3003203//HYPOTHETICAL 33.5 KD PROTEIN C1D4.02C IN CHROMOSOME I.// 
9.9e-23:132:39//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q10149 
F-NT2RP3003204//RAS-LIKE PROTEIN RASB.//0.92: 103:27//DICTYOSTELIUM DISCO 
IDEUM (SLIME MOLD). //P32252 

F-NT2RP3003210//VERY HYPOTHETICAL 13.2 KD PROTEIN IN PTC3-SAS3 INTERGENI 
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C REGION.//0.23:106:33//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P3819 
0 

F-NT2RP3003212//SUPPRESSOR PROTEIN SRP40.//0.019: 171:23//SACCHAR0MYCES C 
EREVISIAE (BAKER'S YEAST) . //P32583 

F-NT2RP3003230//CORONIN-LIKE PROTEIN P57.//8.3e-74:183:73//B0S TAURUS (B 
. 0VINE).//Q92176 

F-NT2RP3003242//STANNIOCALCIN PRECURSOR. //I. 4e-21:127:37//H0M0 SAPIENS ( 
HUMAN). //P52823 

F-NT2RP3003251//DOWN REGULATORY PROTEIN OF INTERLEUKIN 2 RECEPTOR. //3. le 
# -51:198:52//MUS MUSCULUS (MOUSE) ,//P15533 

F-NT2RP3003284//E6 PROTEIN. //I. 0:31:41//HUMAN PAPILLOMAVIRUS. TYPE 48. //Q 
80920 

F-NT2RP3003278//45.8 KD PROTEIN IN SHM1-MRPL37 INTERGENIC REGION. //8. 6e- 
07 : 80 :33//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //P38344 
F-NT2RP3003282//DYNAMIN 2 (DYNAMIN UDNM) .//8.0e-108:226:88//MUS MUSCULUS 
(MOUSE). //P39054 

F-NT2RP3003290//BIOH PROTEIN. //O, 0055: 107:30//ESCHERICHIA COLI .//P13001 
F-NT2RP3003301//MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR (EC 3.4.2 
l.-).//1.3e-69:200:55//ARABIDOPSIS THALIANA (MOUSE-EAR CRESS) . //064948 
^ F-^NT2RP3003302//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //6.4e-69-^^^^ : 
OMO SAPIENS (HUMAN) . //P08547 

F-NT2RP3003311//MYOSIN II HEAVY CHAIN, NON MUSCLE. //O, 18: 225 :26//ACANTHA 
MOEBA CASTELLAN I I (AMOEBA) . //P05659 

F-NT2RP3003313//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: P 
EPTIDE P-D] (FRAGMENT). //O. 00 14: 142 :33//H0M0 SAPIENS (HUMAN) .//P10162 
F-NT2RP3003327//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A) 
) (RO(SS-A)) (R052).//8.8e-18:94:43//MUS MUSCULUS (MOUSE) .//Q62191 
F-NT2RP3003330//HYPOTHETICAL PROTEIN KIAA0176 (FRAGMENT) .//I. 3e-20: 123:4 
4//H0M0 SAPIENS (HUMAN) . //Q14681 
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F-NT2RP3003344//HYPOTHETICAL 8.8 KD PROTEIN IN ICDC-MINE INTERGENIC REGI 
ON.//1.0:28:42//ESCHERICHIA COLI .//P75991 

F-NT2RP3003346//!!!! ALU SUBFAMILY SB2 WARNING ENTRY ! ! ! !//6.9e-26:74:78 
//HOMO SAPIENS (HUMAN) .//P39191 

F-NT2RP3003353//HYPOTHETICAL 52.4 KD PROTEIN R08D7.2 IN CHROMOSOME III./ 
/3 . 7e-10 : 1 18 : 33//CAEN0RHABDITI S ELEGANS . //P30641 

F-NT2RP3003377//PUTATIVE CUTICLE COLLAGEN F09G8.6.//1.5e-05:102:37//CAEN 
ORHABDITIS ELEGANS. //P34391 

F-NT2RP3003384 

F-NT2RP3003385//SKD3 PROTEIN. //5. le-83:210:69//MUS MUSCULUS (MOUSE). //Q6 
0649 

F-NT2RP3003403 

F-NT2RP3003409//SOX-22 PROTEIN. //O. 042: 173: 28//H0M0 SAPIENS (HUMAN). //Ol 
5370 ■ 

F-NT2RP3003411//PROBABLE E3 PROTEIN. //O. 17:91:31//B0VINE PAPILLOMAVIRUS 
TYPE 2. //PI 1300 

F-NT2RP3003427//HOLOTRICIN 3 PRECURSOR. //0.012:36:41//HOLOTRICHIA DIOMPH 

ALIA.//Q25055 

F-NT2RP3003433 

- F-NT2RP3003464//HYPOTHETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC R " 
EGION.//0.0042:110:40//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53214 
F-NT2RP3003490 

F-NT2RP3003491//10 KD CHAPERONIN (PROTEIN CPNIO) (PROTEIN GROES) (HEAT S 
HOCK 10 KD PROTEIN).//0.99:49:34//LEPTOSPIRA INTERROGANS. //P35472 
F-NT2RP3003500//SCY1 PROTEIN. //6.8e-14: 192:26//SACCHAR0MYCES CEREVISIAE 
(BAKER'S YEAST). //P53009 

F-NT2RP3003543//COLLAGEN ALPHA 5(IV) CHAIN PRECURSOR. //O. 0026: 175: 30//H0 
MO SAPIENS (HUMAN). //P29400 

F-NT2RP3003552//ANNEXIN VII (SYNEXIN) (FRAGMENT) .//0.19:21:47//BOS TAURU 
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S (BOVINE) ;//P20072 

F-NT2RP3003555//HYPOTHETICAL 32.6 KD PROTEIN IN MET30-PIG2 INTERGENIC RE 
GI0N.//7.3e-27:l59:43//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P40529 
F-NT2RP3003564//RNA REPLICASE POLYPROTEIN (EC 2.7.7.48) .//1..0:99:30//TUR 

NIP YELLOW MOSAIC VIRUS. //PI 0358 

F-NT2RP3003572//PUTATIVE CUTICLE COLLAGEN F09G8.6.//0.33: 128:32//CAEN0RH 
ABDITIS ELEGANS.//P34391 

F-NT2RP3003576// ! ! ! ! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//7.1e-28:58:77/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-NT2RP3003589//RAS-RELATEP PROTEIN RAB-10.//5.4e-54: 114: 94//CANIS FAMIL 
JAR IS (DOG).//P24409 

F-NT2RP3003621//COAGULATION FACTOR XII PRECURSOR (EC 3.4.21.38) (HAGEMAN 

FACTOR) (HAF).//2.0e-15:89:40//HOMO SAPIENS (HUMAN) . //P00748 
F-NT2RP3003625//MALE SPECIFIC SPERM PROTEIN MST84DD.//0.99:22:50//DR0S0P 
HILA MELANOGASTER (FRUIT FLY) .//Q01645 

F-NT2RP3003656//HOMEOBOX PROTEIN 0TX3 (Z0TX3) .//0.30: 111:25//BRACHYDANI0 

RERIO (ZEBRAFISH) (ZEBRA DANIO) .//Q90267 
F-NT2RP3003659//HYPOTHETICAL 49.8 KD PROTEIN IN RPL14B-GPA1 INTERGENIC R 
EGI0N.//l.le-20:127:37//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P3875 
%j 

F-NT2RP3003665//PENAEIDIN-3C PRECURSOR (P3-C) .//0.34:52:34//PENAEUS VANN 
AMEI (PENOEID SHRIMP) (EUROPEAN WHITE SHRIMP) .//P81060 
F-NT2RP3003672//T-CELL SURFACE GLYCOPROTEIN E2 PRECURSOR (E2 ANTIGEN) (C 
D99)- (MIC2 PROTEIN) (12E7) .//8.7e-15: 146:42//H0M0 SAPIENS (HUMAN) .//P142 
09 

F-NT2RP3003680//HYPOTHETICAL 55.1 KD PROTEIN IN FAB1-PES4 INTERGENIC REG 
ION.//4.3e-25:l59:40//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P43601 
F-NT2RP3003686//NONHISTONE CHROMOSOMAL PROTEIN HMG-17.//0.067:63:31//GAL 
LUS CALLUS (CHICKEN). //P02314 - 
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F-NT2RP3003701 //F-SPOND I N PRECURSOR . //I . 8e-13 : 1 93 : 27//RATTUS NORVEG ICUS 
(RAT).//P35446 

F-NT2RP3003716//SLIT PROTEIN PRECURSOR. //I. 3e-12:150:34//DROSOPHILA MELA 
NOGASTER (FRUIT FLY) .//P24014 

F-NT2RP3003726// INSERT! ON ELEMENT IS136 HYPOTHETICAL 16.9 KD PROTEIN. //O 
.-47: 109:28//AGR0BACTERIUM TUMEFACIENS.//P05680 

F-NT2RP3003746//HYPOTHETICAL 7.7 KD PROTEIN IN FIXX 3' REGION (ORF1).//0. 
57:34:38//AZ0RHIZ0BIUM CAULIN0DANS.//P26486 

F-NT2RP3003795// ! ! ! ! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//4.3e-10:40:90/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-NT2RP3003799//MATING-TYPE PHEROMONE BBP1(3) PRECURSOR.//©. 75: 60 :36//SC 
HIZOPHYLLUM COMMUNE (BRACKET FUNGUS) . //P78744 

F-NT2RP3003800//PROTO-ONC0GENE TYROSINE-PROTEIN KINASE SRC (EC 2.7.1.112 
) (P60-SRC).//4.2e-51:72:95//GALLUS CALLUS (CHICKEN) .//P00523 
F-NT2RP3003805//HYPOTHETICAL 32.1 KD PROTEIN IN DBP7-GCN3 INTERGENIC REG 
ION.//0.00069:160:25//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P36 121 
F-NT2RP3003809//COLLAGEN ALPHA l(III) CHAIN (FRAGMENTS) .//O. 028: 135:35// 
CALLUS GALLUS (CHICKEN) .//P12105 

F-NT2RP3003819//C-HORDEIN (PCP387) (FRAGMENT) .//O. 0026: 90: 33//H0RDEUM VU 
LGARE (BARLEY). /yP06472 - 

F-NT2RP3003825//PHOSPHATIDYLCHOLINE TRANSFER PROTEIN (PC-TP) .//5.6e-20:l 
74:31//B0S TAURUS (BOVINE) .//P02720 

F-NT2RP3003828//ADENYLATE CYCLASE, TYPE V (EC 4.6.1.1) (ATP PYROPHOSPHAT 
E-LYASE) (CA(2+)-INHIBITABLE ADENYLYL CYCLASE) .//O. 0017: 111 :38//CANIS FA 
NILIARIS (D0G).//P30803 

F-NT2RP3003831//ENDONUCLEASE G PRECURSOR (EC 3.1.30.-) (ENDO G).//l.le-3 
7:187:42//MUS MUSCULUS (MOUSE) . //008600 

F-NT2RP3003833//HYPOTHETICAL 6.4 KD PROTEIN IN INTE-PIN INTERGENIC REGIO 
N.//1.0:38:39//ESCHERICHIA COLI .//P75979 
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F-NT2RP3003842 

F-NT2RP3003846//RETINAL DEGENERATION B PROTEIN (PROBABLE CALCIUM TRANSPO 
RTER RDGB).//0.6l:54:35//DROSOPHILA MELANOGASTER (FRUIT FLY) .//P43125 
F-NT2RP3003870//MALE SPECIFIC SPERM PROTEIN MST84DB.//0.83:5l:37//DROSOP 

HI LA MELANOGASTER (FRUIT FLY) . //QO 1643 

F-NT2RP3003876//PROTEIN TRANSPORT PROTEIN SEC2. //O. 0017: 151: 27//SACCHAR0 
MYCES CEREVISIAE (BAKER'S YEAST) .//P17065 

F-NT2RP3003914//UDP-GLUCOSE: GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR ( 
EC 2.4.1.-) (DUGT).//3.3e-23:76:64//DR0S0PHILA MELANOGASTER (FRUIT FLY). 
//Q09332 

F-NT2RP3003918//VESICLE-ASSOCIATED MEMBRANE PROTEIN/SYNAPTOBREVIN BIND IN 
G PROTEIN (VAP-33).//5.5e-45:l27:69//APLYSIA CALIFORNICA (CALIFORNIA SEA 

HARE).//Q16943 
F-NT2RP3003932 

F-NT2RP3003989//PREPROTEIN TRANSLOCASE SECE SUBUNIT.//0.96:46:32//THERM0 
TOGA MARITIMA.//P35874 

F-NT2RP3003992//NUCLEAR LOCALIZATION SEQUENCE BINDING PROTEIN (P67).//0. 
0011:170:26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P27476 
F-NT2RP3004013//DOUBLE-STRANDED RNA-SPECIFIC EDITASE 1 (EC 3.5.-.-) (DSR 
NA ADENOSINE DEAMINASE) (RNA EDTTTNG ENZYME l).//3:6e-21:134:45//RATTUS 
NORVEGICUS (RAT).//P51400 

F-NT2RP3004016//HYPOTHETICAL 24.1 KD PROTEIN IN LEF4-P33 INTERGENIC REGI 
ON.//0.00021:64:40//AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (A 
CMNPV).//P41479 

F-NT2RP3004041 //SPERM PROTAMINE P1.//0.0028:43:46//ORNITHORHYNCHUS ANATI 
NUS (DUCKBILL PLATYPUS) .//P35307 

F-NT2RP3004051 //MICROBIAL COLLAGENASE PRECURSOR (EC 3.4.24.3) (120 KD CO 
LLAGENASE).//0. 0079: 194 :24//CL0STRIDIUM PERFRINGENS.//P43153 
F-NT2RP3004070//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//3.4e-ll:5l:72// 
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HOMO SAPIENS (HUMAN) . //P39188 

F-NT2RP3004078//DNA BINDING PROTEIN RFX2.//2.7e-114:243:87//MUS MUSCULUS 
(MOUSE). //P48379 

F-NT2RP30()4093//HYPOTHETICAL 32.3 KD PROTEIN IN RHSE-NARV INTERGENIC REG 
ION (ORFB).//8.0e-13:lll:41//ESCHERICHIA COLI .//P37757 
F-NT2RP3004095//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.5e-17:72:65// 
HOMO SAPIENS (HUMAN) . //P39188 

F-NT2RP3004110//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//2.6e-10:51:72/ 

/HOMO SAPIENS (HUMAN) . //P39195 

F-NT2RP3004125//ZINC FINGER PROTEIN 75.//l.le-28:118:47//H0M0 SAPIENS (H 
UMAN).//P51815 

F-NT2RP3004145//AEROLYSIN REGULATORY PROTEIN. //0.012:.45:33//AEROMONAS SO 
BRIA.//P09165 

F-NT2RP3004148//METALLOTHIONEIN-I (MT-1) .//0.055: 18:50//C0LUMBA LIVIA (D 
OMESTIC PIGEON). //P15786 

F-NT2RP3004155//UBIQUINONE BIOSYNTHESIS PROTEIN C0Q7 H0M0L0G.//1.7e-82:l 

78:89//RATTUS NORVEGICUS (RAT) . //Q63619 

F-NT2RP3004189//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-l.//1.7e-ll:21 
5:24//P0D0SP0RA ANSERINA.//Q00808 

F-NT2RP3004206/ /CROOKED NECK PROTEIN ; //3 . 8e-101 : 241 : 73/yDROSOPHILA MELAN " 
OGASTER (FRUIT FLY) . //P17886 

F-NT2RP3004207//CUTICLE COLLAGEN 12 PRECURSOR. //O. 13: 130 :33//CAEN0RHABDI 
TIS ELEGANS.//P20630 

F-NT2RP3004209//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 4 (EC 3.1.2.15) (U 
BIQUITIN THIOLESTERASE 4) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DE 
UBIQUITINATING ENZYME 4) (UBIQUITOUS NUCLEAR PROTEIN HOMOLOG) .//6.5e-16: 
207:29//H0M0 SAPIENS (HUMAN) .//Q13107 

F-NT2RP3004215//PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT.//1.0:69:3 
1//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P35 179 
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F-NT2RP3004242//HYPOTHETICAL 30.2 KD PROTEIN ZK632.12 IN CHROMOSOME III. 
// 1 . 1 e-64 : 1 91 : 63//CAEN0RHABD I T I S ELEGANS . //P34657 

F-NT2RP3004246//RING3 PROTEIN .(KIAA9001) .//0.060:101:28//HOMO SAPIENS (H 
UMAN).//P25440 

F-NT2RP3004253//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS) .//I . le-07: 184:35// 
BOS TAURUS (B0VINE).//P02453 

F-NT2RP3004258//SUPPRESSOR PROTEIN SRP40 . //4. 9e-08: 98 : 39//SACCHAR0MYCES 
CEREVISIAE (BAKER'S YEAST) .//P32583 

F-NT2RP3004262//DNAJ PROTEIN HOMOLOG 1 (HDJ-1) (HEAT SHOCK PROTEIN 40) ( 
HSP40).//1.6e-63:210:61//HOMO SAPIENS (HUMAN) . //P25685 
F-NT2RP3004282//HYPOTHETICAL PROTEIN F44G4.1 IN CHROMOSOME II (FRAGMENT) 
.//1.6e-29:177:38//CAEN0RHABDITIS ELEGANS. //P54073 

F-NT2RP3004332//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7 
.6) (RPBl) (FRAGMENT). //O. 030 :118:36//CRICETULUS GRISEUS (CHINESE HAMSTE 
R).//P11414 
F-NT2RP3004334 

F-NT2RP3004341//ALPHA-INTERNEXIN (ALPHA-INX) .//0.9l:ll0:26//MUS MUSCULUS 
(MOUSE). //P46660 

F-NT2RP3004348//HYPOTHETICAL 105.3 KD PROTEIN C01G6.5 IN CHROMOSOME III. 
//O. 60: 198 :24//CAEN0RHABDrTrS ELEGANS. //P4601^^ - - 
F-NT2RP3004349//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! 1 !//l .0e-37:60:76/ 
/HOMO SAPIENS (HUMAN) . //P39193 

F-NT2RP3004378//HYPOTHETICAL 18.8 KD PROTEIN IN GNTR-GGT INTERGENIC REGI 
ON (0162).//0.0026:76:28//ESCHERICHIA COLI .//P46854 

F-NT2RP3004399//LEUCINE-RICH PRIMARY RESPONSE PROTEIN 1 (FOLLICLE-STIMUL 
ATING HORMONE PRIMARY RESPONSE PROTEIN) .//4.4e-109:212:96//HOMO SAPIENS 
(HUMAN). //Q92674 

F-NT2RP3004424//JTV-1 PROTEIN. //4.5e-18:60:70//HOMO SAPIENS (HUMAN). //Ql 
3155 
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F-NT2RP3004428//METALLOTHIONEIN-A (MTA) .//0.0010:36:47//STRONGYL0CENTROT 
US PURPURATUS (PURPLE SEA URCHIN) .//P04734 

F-NT2RP3004451//MYOSIN IC HEAVY CHAIN. //O. 00072: 113:34//ACANTHAM0EBA CAS 
TELLANII (AMOEBA). //P10569 

F-NT2RP30 04454/ / VERPROL IN.//3.3e-07:l56: 29/ / S ACCHAROM YCES CEREV I S I AE ( BA 
KER'S YEAST). //P37370 

F-NT2RP3004466//HYPOTHETICAL PROTEIN F-215. //O. 0013: 125: 32//HUMAN ADENOV 
IRUS TYPE 2.//P03291 

F-NT2RP3004470//HYPOTHETICAL 15.4 KD PROTEIN C16C10.11 IN CHROMOSOME III 
^ .//1.0:33:51//CAENORHABDITIS ELEGANS.//Q09254 

F-NT2RP3004472//GERM CELL-LESS PR0TEIN.//7.3e-33: 170:40//DROSOPHILA MELA 
NOGASTER (FRUIT FLY) .//Q01820 

F-NT2RP3004475//RHO-GAP HEMATOPOIETIC PROTEIN CI (P115) (KIAA0131) .//8.4 
e-54:214:46//H0M0 SAPIENS (HUMAN) .//P98171 

F-NT2RP3004480//VACU0LAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS35.//3.9e 
-47:199:49//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P34110 
F-NT2RP3004490//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN) .//O. 
0013: 121 :33//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) .//P17437 
F-NT2RP3004498//HYPOTHETICAL 43.5 KD PROTEIN IN COTD-KDUD INTERGENIC REG 
TON "PRECURSOR. //0. 066 : 87: 35//BAC1LLUS SUBTILI S. /7P50840 " " - 
F-NT2RP3004503// ! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY !!! !//2.0e-34: 102:69 
//HOMO SAPIENS (HUMAN) .//P391 94 

F-NT2RP3004504//SUPPRESSOR PROTEIN SRP40.//0.64:93:34//SACCHAR0MYCES CER 
EVISIAE (BAKER'S YEAST) .//P32583 

F-NT2RP3004507//MOB1 PROTEIN (MPSl BINDER 1) .//2.2e-16:90:42//SACCHAR0MY 

CES CEREVISIAE (BAKER'S YEAST) .//P40484 

F-NT2RP3004527 

F-NT2RP3004534//S-PHASE ENTRY CYCLIN 6.//0.38:l48:22//SACCHAROMYCES CERE 
VISIAE (BAKER'S YEAST). //P32943 
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F-NT2RP3004539// INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN 1 PRECURSOR ( 
IGFBP-1) (IBP-1) (IGF-BINDING PROTEIN 1) .//0.38:89:38//RATTUS NORVEGICUS 
(RAT).//P21743 

F-NT2RP3004544//CYTADHERENCE HIGH MOLECULAR WEIGHT PROTEIN 2 (CYTADHEREN 
CE ACCESSORY PROTEIN 2) . 7/0.0024:200 :24//MYC0PLASMA PNEUMONIAE. //P75471 
F-NT2RP3004566//GASTRULA ZINC FINGER PROTEIN XLCGF17.1 (FRAGMENT) .//4.6e 
-25:126:43//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) . //P18713 
F-NT2RP3004569//ANKYRIN.//8.3e-07:150:28//MUS MUSCULUS (MOUSE) .//Q02357 
F-NT2RP3004572//TRANSCRIPTION INITIATION FACTOR TFIID 150 KD SUBUNIT (TA 
^ FII-150) (TAFII150).//1.6e-70:247:54//DROSOPHILA MELANOGASTER (FRUIT FLY 
).//Q24325 

F-NT2RP3004578//CENTROMERIC PROTEIN E (CENP-E PROTEIN) .//I. 5e-10: 210: 26/ 
/HOMO SAPIENS (HUMAN) . //Q02224 

F-NT2RP3004594//P54 PROTEIN PRECURSOR. //O. 0044: 230 :24//ENTER0C0CCUS FAEC 
lUM (STREPTOCOCCUS FAECIUM) .//P13692 

F-NT2RP3004617//DOWN REGULATORY PROTEIN OF INTERLEUKIN 2 RECEPTOR. //I. 5 e 
. -14:113:34//MUS MUSCULUS (MOUSE) . //P15533 
. F-NT2RP3004618//HYPOTHETICAL 115.4 KD PROTEIN ZK757.3 IN CHROMOSOME III. 
//4 . 5e-08 : 149 : 30//CAENORHABD ITI S ELEGANS , //P34681 

F-NT2RP3004869//ETHAN0LAMINE "KINASE (EC 2.7.1.82) (EASILY SHOCKED "PRQTEI 
N).//1.0e-24:75:48//DROSOPHILA MELANOGASTER (FRUIT FLY) . //P54352 
F-NT2RP3004670//CUTICLE COLLAGEN 2.//0.00090:159:29//CAENORHABDITIS ELEG 
ANS.//P17656 

F-NT2RP4000008//CHLORINE CHANNEL PROTEIN P64.//4.0e-79:243:62//BOS TAURU 

S (B0VINE).//P35526 

F-NT2RP4000023 

F-NT2RP4000035//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! H//3.6e-06:46:67/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-NT2RP4000049//CALDESMON (CDM) .//O. 41:63 :34//GALLUS GALLUS (CHICKEN).// 
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F-NT2RP400005 1 //DUAL I N . //2 . 3e-23 : 195 : 37//GALLUS CALLUS (CH I CKEN) . //Q9083 
0 

F-NT2RP4000078//RING CANAL PROTEIN (KELCH PROTEIN) .//I. 2e-24: 182: 31//DR0 
SOPHILA MELANOCASTER (FRUIT FLY) . //Q04652 

F-NT2RP4000i02//XPAR7 PROTEIN. //I. 0:54:33//BACILLUS LICHENIF0RMIS.//Q991 
66 

F-NT2RP4000109//SLIT PROTEIN PRECURSOR. //I. 9e-60: 230 :46//DR0S0PHILA MELA 

NOGASTER (FRUIT FLY) . //P24014 

F-NT2RP4000111//CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 100 KD 
SUBUNIT (CPSF 100 KD SUBUNIT) .//1.4e-91: 157: 100//BOS TAURUS (BOVINE). //Q 
10568 

F-NT2RP4000129//5E5 ANTIGEN. //0.00072:124:37//RATT'uS NORVEGICUS (RAT).// 
Q63003 - 

F-NT2RP4000147//ZINC FINGER PROTEIN GCSl.//1.5e-26:119:43//SACCHAR0MYCES 

CEREVISIAE (baker's YEAST). //P351 97 
F-NT2RP4000150 

F-NT2RP4000151//HYPOTHETICAL 31.0 KD PROTEIN R107.2 IN CHROMOSOME III.// 
4.2e-31:180:47//CAEN0RHABDITIS ELEGANS.//P32740 

F^NT2RP4000159//SPORE-COAT-PROTErN SP96 .7/0. 84: 107 : 28//DICTY0STEtrUM DIS 

COIDEUM (SLIME MOLD) , //P14328 

F-NT2RP4000167//HYPOTHETICAL 98.1 KD PROTEIN IN SPX19-GCR2 INTERGENIC RE 
GION.//2.4e-08:l33:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P40 164 
F-NT2RP4000185//TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (VMW118 PROTEI 
N).//5.4e-05:143:32//HERPES SIMPLEX VIRUS (TYPE 2 / STRAIN HG52) . //P2828 
4 

F-NT2RP4000210//PAIRED AMPHIPATHIC HELIX PR0TEIN.//1.8e-40:258:35//SACCH 
' AROMYCES CEREVISIAE (BAKER'S YEAST) . //P22579 

F-MT2RP4000212//ATRIAL GLAND-SPECIFIC ANTIGEN PRECURSOR (AGSA) .//1.4e-20 
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:104:40//APLYSIA CALIFORNICA (CALIFORNIA SEA HARE) . //P15287 
F-NT2RP4000214//FERREDOXIN.//1.0:19:42//MOORELLA THERMOACETICA (CLOSTRID 
lUM THERMOACETICUM).//P00203 

F-NT2RP4000218//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.7e-15:48:60// 

HOMO SAPIENS (HUMAN) .//P39188 

F-NT2RP4000243//DUALIN.//5.8e-78:192:70//GALLUS CALLUS (CHICKEN) .//Q9083 
0 ' 

F-NT2RP4000246//NPC DERIVED PROLINE RICH PROTEIN 1 (NDPP-1) .//3.1e-83:20 
7:76//MUS MUSCULUS (MOUSE) .//Q03173 
^ F-NT2RP4000259//GLUTATHIONE PEROXIDASE 2 (EC 1.11.1.9) .//5.5e-29:l53:43/ 
/HELIANTHUS ANNUUS (COMMON SUNFLOWER). //023968 

F-NT2RP4000263//ANNEXIN VII (SYNEXIN) (FRAGMENT) .//O. 98:42 :40//B0S TAURU 
S (BOVINE). //P20072 

F-NT2RP4000290/ /HYPOTHETICAL 116.5 KD PROTEIN C20G8.09C IN CHROMOSOME I. 
//3.5e-71:209:66//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//P871 15 
F-NT2RP4000312//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1) 
.//8.9e-22:l66:37//H0M0 SAPIENS (HUMAN) . //Q15404 

F-NT2RP4000321//VERPROLIN.//0.00018:260:28//SACCHAROMYCES CEREVISIAE (BA 
KER'S YEAST). //P37370 

F-NT-2RP4000323//ANTH0PLEURIN B (TGX TN AP-B) . //0 . 42 : 15 : 46//ANTH0PLEURA XA 
NTHOGRAMMICA (GIANT GREEN SEA ANEMONE) . //P01531 

F-NT2RP4000355//HYPOTHETICAL 90.9 KD PROTEIN IN GCN20-CMK1 INTERGENIC RE 
GION.//0.75:125:29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P43596 
F-NT2RP4000360//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP25) (FRA 
GMENT).//0.27:92:33//RATTUS NORVEGICUS (RAT) .//P10164 

F-NT2RP4000367//HYPOTHETICAL 7.3 KD PROTEIN IN 100 KD PROTEIN REGION. //O 
.99:52:32//HUMAN ADENOVIRUS TYPE 41.//P23691 

F-NT2RP4000370//MITOCHONDRIAL PEPTIDE CHAIN RELEASE FACTOR 1 PRECURSOR ( 
MRF-l).//4.1e-40:163:52//HOMO SAPIENS (HUMAN) . //075570 



2 4 2 2 



£tiSE# 2002-3046780 



4t2 000 — 183767 

F-NT2RP4000376//PHOSPHOLIPASE A-2-ACTIVATING PROTEIN (PLAP) .//4.2e-59: 12 
5:80//RATTUS NORVEGICUS (RAT) .//P54319 

F-NT2RP4000381//NEUROFILAMENT TRIPLET H PROTEIN (200 KD NEUROFILAMENT PR 
OTEIN) (NF-H).//0. 00058: 194: 30//MUS MUSCULUS (MOUSE) .//P19248 
F-NT2RP4000398//ZINC FINGER PROTEIN 184 (FRAGMENT) .//I .2e-45: 153: 39//H0M 
0 SAPIENS (HUMAN). //Q99676 

F-NT2RP4000415//HYPOTHETICAL 118.4 KD PROTEIN IN BAT2-DAL5 INTERGENIC RE 
GION PRECURSOR. //O. 00066: 201 :27//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST 
).//P47179 

^ F-NT2RP4000417//PROCESSING ALPHA-1 ,2-MANNOSIDASE (EC 3.2.1.-) (ALPHA-1,2 
-MANNOSIDASE IB) .//1.8e-25:l96:40//MUS MUSCULUS (MOUSE) . //P39098 
F-NT2RP4000424//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//1.0e-15:72:61/ 

/HOMO SAPIENS (HUMAN) . //P39195 

F-NT2RP4000448// ! 1 ! ! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//7.0e-23:63:82/ 
/HOMO SAPIENS (HUMAN) .//P39192 

F-NT2RP4000449//REGULATORY PROTEIN SIR2 (SILENT INFORMATION REGULATOR 2) 
.//1.3e-41:102:45//KLUYVEROMYCES LACTIS (YEAST) . //P33294 
F-NT2RP4000455//HOMEOBOX PROTEIN SAX-1 (CHOX-3) (FRAGMENT) .//O. 00014:92: 
30//GALLUS CALLUS (CHICKEN) .//P19601 

F-NT2RP4OO0457/7UBIQUIT1N GARBOXYL-TERMINAL HYDROLASE 7 (EC 3. 1 , 2 . 15) (U 
BIQUITIN THIOLESTERASE 7) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 7) (DE 
UBIQUITINATING ENZYME 7) (HERPESVIRUS ASSOCIATED UBIQUITIN-SPECIFIC PROT 
EASE).//1.0e-29:218:38//HOMO SAPIENS (HUMAN) . //Q93009 

F-NT2RP4000480//TRANSCRIPTIONAL REGULATORY PROTEIN ALGP (ALGINATE REGULA 
TORY PROTEIN ALGR3) . //0.049: 117:29//PSEUD0M0NAS AERUGINOSA. //P15276 
F-NT2RP4000481 //HYPOTHETICAL HELICASE C28H8.3 IN CHROMOSOME III.//2.3e-0 
5:152:23//CAEN0RHABDITiS ELEGANS.//Q09475 

F-NT2RP4000498//MOB1 PROTEIN (MPSl BINDER 1) .//2.3e-48: 172:52//SACCHAR0M 
YCES CEREVISIAE (BAKER'S YEAST) . //P40484 
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F-NT2RP4000500//HYPOTHETICAL 83.6 KD PROTEIN R05D3.2 IN CHROMOSOME III./ 
/1.3e-23: 165:35//CAEN0RHABDITIS ELEGANS.//P34535 

F-NT2RP4000515//PHOSPHODIESTERASE I (EC 3.1.4.1) (5' -EXONUCLEASE) (5' -NU 
CLEOTIDE PHOSPHODIESTERASE) (FRAGMENT) .//I. 0:48:37//B0S TAURUS (BOVINE). 

//P15396 

F-NT2RP4000517//METALLOTH I ONE IN-LIKE PROTEIN TYPE 2.//1.0:4l:36//VICIA F 
ABA (BROAD BEAN) .//Q41657 

F-NT2RP4000518//ATP-DEPENDENT RNA HELICASE R0Kl.//l.le-ll:93:36//SACCHAR 

OMYCES CEREVISIAE (BAKER'S YEAST) . //P45818 

F-NT2RP4000519//COLLAGEN ALPHA l(XII) CHAIN (FRAGMENTS) .//O. 68:55 :40//B0 
S TAURUS (BOVINE). //P25508 

F-NT2RP4000524//IGA FC RECEPTOR PRECURSOR (BETA ANTIGEN) (B ANTIGEN). //O 
. 37 : 187 : 24//STREPT0C0CCUS AGALACTI AE . //P2795 1 

F-NT2RP4000528//NPL4 PROTE I N . //2 . 1 e-45 : 305 : 36//SACCHAR0MYCES CEREV I S I AE 
(BAKER'S YEAST). //P33755 

F-NT2RP4000541//HOMEOBOX PROTEIN CHOX-1 (FRAGMENT) .//O. 23:28 :50//GALLUS 
GALLUS (CHICKEN). //P13544 

F-NT2RP4000556//HYPOTHETICAL 34.1 KD PROTEIN C40H1.4 IN CHROMOSOME III./ 
/4.3e-14:174:34//CAEN0RHABDITIS ELEGANS.//Q03574 

F-NT2RP4000560//HYPOTHETrCAL 68,7 KD PROTEIN ZK757-.1 IN CHROMOSOME III./ 
/2.1e-19:155:36//CAEN0RHABDITIS ELEGANS.//P34679 

F-NT2RP4000588//HYPOTHETICAL PROTEIN E-115.//0.014:64:35//HUMAN ADENOVIR 
US TYPE 2.//P03290 

F-NT2RP4000614//SPLICING FACTOR, ARGININE/SERINE-RICH 2 (SPLICING FACTOR 
SC35) (SC-35) (SPLICING COMPONENT, 35 KD) (PR264 PROTEIN) .//2.7e-27: 188 
:44//GALLUS GALLUS (CHICKEN) . //P30352 

F-NT2RP4000638//EARLY NODULIN 55-1 PRECURSOR (N-55-1) (FRAGMENT) .//O. 55: 
40:40//GLYCINE MAX (SOYBEAN) . //Q05544 

F-NT2RP4000648//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.4e-06:31:74// 
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HOMO SAPIENS (HUMAN) .//P39188 

F-NT2RP4000657//HYPOTHET I CAL PROTE IN M J 1 065 . //2 . 5e-40 : 237 : 40//METHAN0C0C 

CUS JANNASCHII.//Q58465 

F-NT2RP4000704 

F-NT2RP4000713//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556.//4.0e 
-07:134:40//STREPT0MYCES FRADIAE.//P20186 

F-NT2RP4000724//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TR 
ANSCRIPTASE (EC 2.7.7.49); ENDONUCLEASE] .//I. le-62:109:88//HOMO SAPIENS 

(HUMAN). //P10266 

^ F-NT2RP4000728//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. 7/0.0033:190: 2 
5//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //P32323 

F-NT2RP4000737//PTB-ASSOCIATED SPLICING FACTOR (PSF) .//l.Oe-05: 114:34//H 
OMO SAPIENS (HUMAN) . //P23246 

F-NT2RP4000739//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//I. 0:20:50// 
ANAS PLATYRHYNCHOS (DOMESTIC DUCK) . //P50655 

F-NT2RP4000781//HYPOTHETICAL 27.7 KD PROTEIN IN CPT1-SPC98 INTERGENIC RE 
GION.//0.0013:67:31//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P53915 
F-NT2RP4000787//POLLEN SPECIFIC PROTEIN SF3.//1.3e-13:79:39//HELIANTHUS 
ANNUUS (COMMON SUNFLOWER) . //P29675 
■ - F-NT2RP4000817//SUPPRESSOR PROTEIN SRP40. //1 . 3e-0S : 25S:21//SACGHAR0MYCES 
CEREVISIAE (BAKER'S YEAST) .//P32583 
F-NT2RP4000833 

F-NT2RP4000837//MALE SPECIFIC SPERM PROTEIN MST84DB.//0. 18:38 :44//DR0S0P 
HILA MELANOGASTER (FRUIT FLY) .//Q01643 

F-NT2RP4000839//TRANSCRIPTION INITIATION FACTOR TFIID 90 KD SUBUNIT (TAF 
II-90).//0.026:38:44//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P38129 
F-NT2RP4000855//AMINOPEPTIDASE B (EC 3.4.11.6) (ARGINYL AMINOPEPTIDASE) 
(ARGININE AMINOPEPTIDASE) (CYTOSOL AMINOPEPTIDASE IV) (AP-B) .//2.8e-64:2 
29:53//RATTUS NORVEGICUS (RAT) .//009175 
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F-NT2RP4OO0865//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT) .//3.6e-84: 174: 54// 
HOMO SAPIENS (HUMAN) .//P16415 

F-NT2RP4000878//MYELOID UPREGULATED PR0TEIN.//8.2e-88:227:74//MUS MUSCUL 
US (MOUSE). //035682 

F-NT2RP4000879//UBIQUITIN-ACTIVATING ENZYME El (A1S9 PROTEIN) .//9. le-55: 
268:43//H0M0 SAPIENS (HUMAN) .//P22314 

F-NT2RP4000907//BDNF / NT-3 GROWTH FACTORS RECEPTOR PRECURSOR (EC 2.7.1. 
112) (TRKB TYROSINE KINASE) (GP145-TRKB) (TRK-B) .//5.4e-l 0:220 :.25//H0N0 
SAPIENS (HUMAN). //Q16620 
^ F-NT2RP4000915//60S ACIDIC RIBOSOMAL PROTEIN P2 (FRAGMENT) .//O. 46: 23: 60/ 
/ARABIDOPSIS THALIANA (MOUSE-EAR CRESS) .//P51407 

F-NT2RP4000918//METHYL-ACCEPTING CHEMOTAXIS PROTEIN TLPB.//0. 00010: 148:3 

2//BACILLUS SUBTILIS.//P39217 

F-NT2RP4000925//FIBROMODULIN PRECURSOR (FM) (COLLAGEN-BINDING 59 KD PROT 
EIN).//3.5e-27:220:36//H0M0 SAPIENS (HUMAN) .//Q06828 

F-NT2RP4000927//TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (P135 PROTEIN) 
(lER 2.9/ER2.6).//0.64:75:37//BOVINE HERPESVIRUS TYPE 1 (STRAIN JURA)./ 
/P29128 

F-NT2RP4000928//PHOSPHATIDATE CYTIDYLYLTRANSFERASE (EC 2.7.7.41) (CDP-DI 
^ GLYCERIDE SYNTHETASE) (CDP-DTGLYCERrDETYROPHOSPHORYLASE) (CDP^DIACYLGLY" 
CEROL SYNTHASE) (CDS) (CTP:PHOSPHATIDATE CYTIDYLYLTRANSFERASE) (CDP-DAG 
SYNTHASE). //3.1e-104:263:66//HOMO SAPIENS (HUMAN) .//Q92903 
F-NT2RP4000929//HYPbTHETICAL 22.2 KD PROTEIN IN NSR1-TIF4631 INTERGENIC 
REGI0N.//0.93:107:28//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P53288 
F-NT2RP4000955//PUTATIVE CUTICLE COLLAGEN F09G8.'6.//2.0e-05:l02:37//CAEN 
ORHABDITIS ELEGANS. //P34391 

F-NT2RP4000973//HYP0THETICAL 48.6 KD PROTEIN IN BETl-PANl INTERGENIC REG 
I0N.//2.3e-17:78:56//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P40564 
F-NT2RP4000975//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: P 
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EPTIDE P-D] (FRAGMENT). //O. 0041: 142 :33//H0M0 SAPIENS (HUMAN) . //P10162 
F-NT2RP4000979//HYPOTHETICAL 14.5 KD PROTEIN. //O. 77: 106:33//VACCINIA VIR 
US (STRAIN COPENHAGEN). //P20517 

F-NT2RP4000984//HYPOTHETICAL 124.8 KD PROTEIN C29E4.4 IN CHROMOSOME III. 
• //0.90:94:25//CAENORHABDITIS ELEGANS. //P34343 

F-NT2RP4000989//ANTHOPLEURIN B (TOXIN AP-B) .//O. 76:41 :41//ANTH0PLEURA XA 
NTHOGRAMMICA (GIANT GREEN SEA ANEMONE) .//P01531 

F-NT2RP4000996//PROTEIN Q300.//0. 00024: 41 :53//MUS MUSCULUS (MOUSE) . //Q02 

722 " 

® F-NT2RP4000997//DNA-DIRECTED RNA POLYMERASE I 135 KD POLYPEPTIDE (EC 2.7 
.7.6) (RNA POLYMERASE I SUBUNIT 2) (RPA135) (RNA POLYMERASE I 127 KD SUB 
UNIT).//8.7e-115:261:82//RATTUS NORVEGICUS (RAT) . //054888 
F-NT2RP4001004//EC PROTEIN HOMOLOG 2 (FRAGMENT) .//0.50:61:34//ARABID0PSI 
S THALIANA (MOUSE-EAR CRESS) . //Q42377 

F-NT2RP4001006//HYPOTHETICAL 43.5 KD PROTEIN IN COTD-KDUD ,INTERGENIC REG 
ION PRECURSOR. //O. 010: 152: 29//BACILLUS SUBTILIS.//P50840 
F-NT2RP4001plO//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-AL 
PHA- GLUCOSIDASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE) .//9.9e-05:247:25// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P08640 
- F-NT2RP4001029/7PROTEIN GRAINY-HEAD"tDNA-BrNDING PROTEIN ELF- 1 )— (ELEMENT 
I-BINDING ACTIVITY) (TRANSCRIPTION FACTOR NTF-1) .//l.le-14:175:31//DR0S 
OPHILA MELANOGASTER (FRUIT FLY) . //P13002 

F-NT2RP4001041//PROBABLE LEUCYL-TRNA SYNTHETASE (EC 6.1,1.4) (LEUCINE~T 
RNA LIGASE) (LEURS) .//1.5e-74:272:55//CAEN0RHABDITIS ELEGANS. //QO 9996 
F-NT2RP4001057//HYPOTHETICAL 62.2 KD PROTEIN ZK652.6 IN CHROMOSOME III./ 
/O . 0064 : 76 : 38//CAEN0RHABD IT I S ELEGANS . //P34664 

F-NT2RP4001064//DUALIN.//2.5e-24:199:38//GALLUS CALLUS (CHICKEN) .//Q9083 
0 

F-NT2RP4P01078//TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TA 
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FII-135) (TAFII135) (TAFII-130) (TAFII130) .//0.11:139:38//HOMO SAPIENS ( 
HUMAN). //000268 

F-NT2RP4001079//CALCIUM-TRANSPORTING ATPASE 1 (EC 3.6.1.38) (GOLGI CA2+- 
ATPASE).//1.5e-22:242:31//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //P13 

586 

F-NT2RP4001080//POLYPYRIMIDINE TRACT-BINDING PROTEIN (PTB) (HETEROGENEOU 
S NUCLEAR RIBONUCLEOPROTEIN I) (HNRNP I) .//1.7e-82:178:69//SUS SCROFA (P 
IG).//Q29099 

F-NT2RP4001086//LEUCINE-RICH ACIDIC NUCLEAR PROTEIN. //O. 00039: 14l:26//RA 
^ TTUS NORVEGIGUS (RAT) .//P49911 

F-NT2RP4001095//DOUBLE-STRAN.DED RNA-SPECIFIC EDITASE 1 (EC 3.5.-.-) (DSR 
NA ADENOSINE DEAMINASE) (RNA EDITING ENZYME 1) .//9.9e-07:79:43//HOMO SAP 
lENS (HUMAN). //P78563 

F-NT2RP4001100//HYP0THETICAL 74.0 KD PROTEIN IN CAJ1-H0M3 INTERGENIC REG 
ION.//4.4e-16:207:35//SACCHAROMYCES CEREVISIAE (BAKER' S YEAST) .//P40032 
F-NT2RP4001117//PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT.//8. le-115 
:224:99//RATTUS NORVEGICUS (RAT) .//P38378 

F-NT2RP4001122//TIPD PROTEIN. //7.5e-ll : 129:31//DICTY0STELIUM DISCOIDEUM 
(SLIME M0LD).//015736 

— C-MTORDAAOI 1 9« / /TP TrUATIV A T T M ~ 77 1 Zl o-T Q ? 9C;'7 • Oft / /nV T Q ART PC YQHFRPV / /P997 

93 

F-NT2RP4001138//PUTATIVE F420-DEPENDENT NADP REDUCTASE (EC 1. -.-,-) .//O. 
00010: 204 :25//METHAN0C0CCUS JANNASCHII.//Q58896 

F-NT2RP4001143//HYPOTHETICAL 52.9 KD PROTEIN IN SAP155-YMR31 INTERGENIC 
REGION.//4.5e-34:168:44//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P436 
16 

F-NT2RP4001148//SOF1 PROTEIN. //2.4e-4l: 158 :41//SACCHAR0MYCES CEREVISIAE 
(BAKER' S YEAST) . //P33750 

F-NT2RP4001149//SULFATED SURFACE GLYCOPROTEIN 185 (SSG 185) .//1.3e-08: 10 
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6:41//V0LV0X CARTERI . //P21997 

F-NT2RP4001150//NG-CAM RELATED CELL ADHESION MOLECULE PRECURSOR (NR-CAM) 

(BRAV0).//3.6e-24:l94:32//GALLUS CALLUS (CHICKEN) ,//P35331 
F-NT2RP4001159//MEROZOITE SURFACE ANTIGEN 2 PRECURSOR (MSA-2) .//0.0056: 1 
17:25//PLASM0DIUM FALCIPARUM (ISOLATE Kl / THAILAND) .//Q03643 
F-NT2RP4001174//NON-GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PRECURSO 
R (CTPT).//5.9e-24:184:34//BRASSICA OLERACEA (CAULIFLOWER) .//P52178 
F-NT2RP4001206//MEROZOITE SURFACE ANTIGEN 2 PRECURSOR (MSA-2) .//O. 0029: 1 
17:26//PLASM0DIUM FALCIPARUM (ISOLATE Kl / THAILAND) .//Q03643 
® F-NT2RP4001207//CHROMOSOME SEGREGATION PROTEIN CSEl.//1.0e-07:144:28//SA 
CCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P33307 

F-NT2RP4001210//DERMORPHIN 1 PRECURSOR [CONTAINS: DELTORPHIN (DERMENKEPH 
ALIN); DERMORPHIN] . 7/0.019:130 :30//PHYLLOMEDUSA SAUVAGEI (SAUVAGE' S LEAF 
FROG).//P05422 

F-NT2RP4001213//ZINC FINGER PROTEIN 177.//3.2e-28:l76:39//H0M0 SAPIENS ( 
HUMAN). //Q13360 

F-NT2RP4001219//DISULFIDE ISOMERASE MPDl PRECURSOR (EC 5.3.4. 1) ,//2.4e-l 
3: 108:37//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST) .//Q12404 
F-NT2RP4001228//RING CANAL PROTEIN (KELCH PROTEIN) .//2.7e-56:242:40//DRO 
- SOPHILA MELANOGASTER (FRUIT FLY)-.//Q04652 

F-NT2RP4001235//REGULATORY PROTEIN E2. //O. 0080: 100: 38//HUMAN PAPILLOMAVI 
RUS TYPE 25.//P36787 

F-NT2RP4001256//CUTICLE COLLAGEN 1.//0.014: 104:31//CAENORHABDITIS ELEGAN 
S.//P08124 

F-NT2RP4001260//BACTERIOCIN MICROCIN B17 PRECURSOR (MCB17) .//O. 00077:16: 
68//ESCHERICHIA COLI .//P05834 

F-NT2RP4001274//HISTONE H1.M6.1.//0.98:65:35//TRYPANOSOMA CRUZI .//P40273 
F-NT2RP4001276//ELAV PROTEIN. //O. 00054: 134: 33//DR0S0PHILA VIRILIS (FRUIT 
FLY).//P23241 
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F-NT2RP4001313//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOP 
ROTEIN).//0.014:71:35//NICOTIANA TABACUM (COMMON TOBACCO) . //P13983 
F-NT2RP4001315//VACU0LAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS9.//2.3e- 
12:190:27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P54787 
F-NT2RP4001336//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1.//0. 0037: 108 
:31//P0D0SP0RA ANSERINA.//Q00808 

F-NT2RP4001339//HYPOTHETICAL PROTEIN MJ0810.//1.2e-09: 150:34//METHANOCOC 
CUS JANNASCHII.//Q58220 

F-NT2RP4001343//HYPOTHETICAL 85.2 KD PROTEIN F52C9.3 IN CHROMOSOME III./ 
/I. 46-18:244:27/ /CAENORHABDITIS ELEGANS.//Q10123 

F-NT2RP4001345//PHOSPHATIDYLCHOLINE-STEROL ACYLTRANSFERASE PRECURSOR (EC 
2.3.1.43) (LECITHIN-CHOLESTEROL ACYLTRANSFERASE) (PHOSPHOLIPID-CHOLESTE 
ROL ACYLTRANSFERASE) (FRAGMENT) .//4.0e-49:212:50//GALLUS GALLUS (CHICKEN 
).//P53760 

F-NT2RP4001351//INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01.//5.7e-ll:2 
29:26//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST) . //P25386 
F-NT2RP4001353//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1) 
.//O. 00088: 84 :28//H0M0 SAPIENS (HUMAN) .//Q15404 

F-NT2RP4001372//IRREGULAR CHIASM C-ROUGHEST PROTEIN PRECURSOR (IRREC PRO 
TEIN) .-//1. 0e-22:222:30//DROSOPHILA MELANOGASTER (FRUIT FLY) ,//Q08180 " 
F-NT2RP4001373//OV-17 ANTIGEN PRECURSOR (IMMUNODOMINANT HYPODERMAL ANTIG 
EN).//0.51:92:26//0NCH0CERCA VOLVULUS. //P36991 

F-NT2RP4001375//NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1.112 
) (TYROSINE- PROTEIN KINASE 1) .//3.5e-13:146:35//DlCTY0STELIUM DISCOIDEU 
M (SLIME M0LD).//P18160 

F-NT2RP4001379//HYPOTHETICAL 64.2 KD PROTEIN IN SLT2-PUT2 INTERGENIC REG 
I0N.//1.2e-14:207:28//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P38767 
F-NT2RP4001389//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7 
.6) (RPBl) (FRAGMENT). //O. 073: 112 :33//CRICETULUS GRISEUS (CHINESE HAMSTE 
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R).//P11414 

F-NT2RP4001407//CENTROMERIC PROTEIN E (CENP-E PROTEIN) .//O. 0019:233:24// 
HOMO SAPIENS (HUMAN). //Q02224 

F-NT2RP4001414//SEPTIN 2 HOMOLOG (FRAGMENT) .//6.2e-89:195:81//H0M0 SAPIE 

NS (HUMAN). //Q14141 

F-NT2RP4001433//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6) .//1.5e-85:216 
:56//H0M0 SAPIENS (HUMAN) . //P28160 

F-NT2RP4001442//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7 
.6) (VERSION 1).//0.012:107:35//ARABIDOPSIS THALIANA (MOUSE-EAR CRESS)./ 
/P18616 

F-NT2RP4001447//60S ACIDIC RIBOSOMAL PROTEIN P2 (EL12) .//0.0046:69:33//A 
RTEMIA SALINA (BRINE SHRIMP) .//P02399 

F-NT2RP4001474//CBP3 PROTEIN PRECURSOR. //O. 0011: 111 :29//SACCHAR0MYCES CE 
REVISIAE (BAKER'S YEAST) .//P21560 . 

F-NT2RP4001483//2-OXOGLUTARATE DEHYDROGENASE El COMPONENT PRECURSOR (EC 
1.2.4.2) (ALPHA-KETOGLUTARATE DEHYDROGENASE) . //6 . 2e-60 : 146 : 61//H0M0 SAPI 
ENS (HUMAN) .//Q02218 

F-NT2RP4001498//HYP0THETICAL 72.5 KD PROTEIN C2F7.10 IN CHROMOSOME I.//2 
.3e-24:137:37//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q09701 
F-NT2SP4001502//HYPOTHETICAL 24.7 KD PROTEIN IN P0M152-REC114 INTERGENIC 
REGION. //6.0e-22:l48:34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P40 
206 

F-NT2RP4001507//CUTICLE COLLAGEN 40.//0.00029:166:31//CAENORHABDITIS ELE 
GANS.//P34804 

F-NT2RP4001524//LACTOCOCCIN A IMMUNITY PROTEIN.//0.74:96:30//LACTOCOCCUS 
LACTIS (SUBSP. LACTIS) (STREPTOCOCCUS LACTIS) , AND LACTOCOCCUS LACTIS ( 
SUBSP. CREMORIS) (STREPTOCOCCUS CREMORIS) .//Q00561 

F-NT2RP4001529//PROTEIN GRAINY-HEAD (DNA-BINDING PROTEIN ELF-1) (ELEMENT 
I-BINDING ACTIVITY) (TRANSCRIPTION FACTOR NTF-1) .//2.8e-06:79:41//DROSO 
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PHILA MELANOGASTER (FRUIT FLY) . //P13002 

F-NT2RP4001547//HYPOTHETICAL 45.0 KD PROTEIN IN N0T1/CDC39-HMR INTERGENI 
C REGION. //5.4e-34:88:46//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //P25 
656 

F-NT2RP4001551//CELL DIVISION CONTROL PROTEIN 68.//1.5e-18:243:30//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST) . //P32558 

F-NT2RP4001555//PUTATIVE ENDONUCLEASE VIII (EC 3.2.-.-) .//O. 00030: 158:24 
//MYCOBACTERIUM TUBERCULOSIS. //P96902 

F-NT2RP4001567//IMPORTIN ALPHA-1 SUBUNIT (KARYOPHERIN ALPHA-1 SUBUNIT)./ 
/O. 00013: 147: 29//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) .//P52170 
F-NT2RP4001568//HYPOTHETICAL PROTEIN KIAA0041 (FRAGMENT) .//8.0e-22: 119: 4 
2//H0M0 SAPIENS (HUMAN) .//Q15057 

F-NT2RP4001571//NEUROMODULIN (AXONAL MEMBRANE PROTEIN GAP-43) (PP46) (B- 
50) (PROTEIN Fl) (CALMODULIN-BINDING PROTEIN P-57) .//0.012:167:28//BOS T 
AURUS (BOVINE). //P06836 

F-NT2RP4001574//COATOMER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAMMA-COP) . 
//6. 8e-115: 208 :98//B0S TAURUS (BOVINE) .//P53620 

F-NT2RP4001575//M-RELATED PROTEIN PRECURSOR. //O. 22: 184: 25//STREPT0C0CCUS 
PYOGENES. //P16946 

F-NT 2RP400 1592// 1 SOLEUCYL-TRNA SYNTHETASE (EC 6. 1.1. 5) ( ISOLEUCINE--TRNA - 

LIGASE) (ILERS).//7.4e-45:229:39//SYNECH0CYSTIS SP. (STRAIN PCC 6803)./ 
/P73505 

F-NT2RP4001610//APOLIPOPROTEIN C-III PRECURSOR (APO-CIII) .//0.41:74:28// 
SUS SCROFA (PIG).//P27917 

F-NT2RP4001614//BASIC PROLINE-RICH PEPTIDE P-E (IB-9) .//1.0:29:37//HOMO 
SAPIENS (HUMAN). //P02811 

F-NT2RP4001634//MY0SIN HEAVY CHAIN, PERINATAL SKELETAL MUSCLE (FRAGMENT) 
.//0.16:233:23//RATTUS NORVEGICUS (RAT) . //P04462 

F-NT2RP4001638//DNA REPAIR/TRANSCRIPTION PROTEIN MET18/MMS19. //4.2e-21:2 
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49:30//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P40469 
F-NT2RP4001644//MYOSIN LIGHT CHAIN KINASE (EC 2.7.1.117) (MLCK) .//4.5e-l 
8:lll:44//DICTY0STELIUM DISCOIDEUM (SLIME MOLD) . //P25323 
F-NT2RP4001656//HYPOTHETICAL 108.5 KD PROTEIN R06F6.2 IN CHROMOSOME II./ 
./3.4e-13:175:32//CAEN0RHABDITIS ELEGANS.//Q09600 

F-NT2RP4001677//HYPOTHETICAL 73.6 KD PROTEIN CY49.21.//0.065:66:43//MYCO 
BACTERIUM TUBERCULOSIS. //Ql 0690 

F-NT2RP4001679//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!! !//1.3e-36: 103:72 
//HOMO SAPIENS (HUMAN) . //P39194 

F-NT2RP4001696//PHOTOSYSTEM II REACTION CENTRE J PROTEIN. //0.93:37:37//C 
HLORELLA VULGARIS. //P56338 

F-NT2RP4001725//GUANINE NUCLEOT I DE-BINDING PROTEIN BETA SUBUNiT.//4.3e-l 
l:128:32//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q10282 
F-NT2RP4001730//UDP-GLUCOSE: GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR ( 
EC 2.4.1.-) (DUGT).//4.1e-22:201:27//DR0S0PHILA MELANOGASTER (FRUIT FLY) 
.//Q09332 

F-NT2RP4001739//HOMEOBOX PROTEIN HOX-AIO (HOX-IH) (HOX-1.8) (PL). //I. 0:6 
7:34//H0M0 SAPIENS (HUMAN) .//P31260 

F-NT2RP4001753//ZINC FINGER PROTEIN 10 (ZINC FINGER PROTEIN KOXl) (FRAGM 
ENT) . 7/1 . 2e'-19: 72 : 62//H0M0 SAPIENS (HUMAN) .7/P21506 

F-NT2RP4001760//BREAKPOINT CLUSTER REGION PROTEIN. //I. 8e-13:179:28//H0M0 

SAPIENS (HUMAN). //PI 1274 
F-NT2RP4001790//ZINC FINGER PROTEIN 38 (ZFP-38) (CTFIN51) (TRANSCRIPTION 

FACTOR RU49).//7.9e-38:l47:49//MUS MUSCULUS (MOUSE) . //Q07231 
F-NT2RP4001803//CUTICLE COLLAGEN 12 PRECURSOR. //O. 40:48:39/ /CAENORHABDIT 
IS ELEGANS.//P20630 

F-NT2RP4001822//NOVEL ANTIGEN 2 (NAG-2) . //2.7e-27: 173:36//H0M0 SAPIENS ( 
HUMAN). //014817 

F-NT2RP4001823//PUTATIVE CUTICLE COLLAGEN F09G8.6.//3.3e-16: 152:42//CAEN 



2 4 3 3 



ffiiiE# 2002-3046780 ' 

I 



#2 000—183767 

ORHABDITIS ELEGANS.//P34391 

F-NT2RP4001828//HOLIN.//0.99:33:36//BACTERIOPHAGE HP1.//P51727 
F-NT2RP400 1838//METASTAS I S-ASSOC I ATED PROTEI N MTAl . // 1 . 2e-07 : 95 : 31 //HOMO 

SAPIENS (HUMAN). //Q13330 
F-NT2RP4001841// INTESTINAL MUCIN-LIKE PROTEIN (MLP) (FRAGMENT) .//O. 94: 14 
l:22//RATTUS NORVEGICUS (RAT) .//P98089 

F-NT2RP4001849//SH3-BINDING PROTEIN 3BP-l.//5.6e-52:276:45//MUS MUSCULUS 
(MOUSE). //P55194 

F-NT2RP4001861//HYPOTHETICAL 10.6 KD PROTEIN IN GALE-PEPT INTERGENIC REG 
ION . //O . 92 : 39: 51//BACILLUS SUBTILIS . //P55185 

F-NT2RP4001889//HYPOTHETICAL BHLFl PROTEIN. //0.32:97:31//EPSTEIN-BARR VI 
RUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4). //P03181 

F-NT2RP4001893//2-5A-DEPENDENT RIBONUCLEASE (EC 3.1.26.-) (2-5A-DEPENDEN 
T RNAASE) (RNASE L) (RIBONUCLEASE 4) (FRAGMENT) .//3.6e-07: 124: 29//MUS MU 
SCULUS (MOUSE). //Q05921 

F-NT2RP4001896//HYPOTHETICAL 89.4 KD TRP-ASP REPEATS CONTAINING PROTEIN 
IN PMT6-PCT1 INTERGENIC REGION. //3.9e-10: 210 :28//SACCHAR0MYCES CEREVISIA 
E (BAKER'S YEAST). //P42935 

F-NT2RP4001901//ACROSIN PRECURSOR (EC 3.4.21.10) .//2.4e-07:53:45//0RYCTO 
LAGUS CUNICULUS (E;ABBrT).//P4'8038 " - 

F-NT2RP4001927//MICROTUBULE-ASSOCI ATED PROTEIN YTMl . //3 . le-19: 170 : 32//SA 
CCHAROMYCES CEREVISIAE (BAKER' S YEAST) .//Ql 2024 

F-NT2RP4001938//ZINC FINGER PROTEIN MOK-2.//1.3e-28:72:50//MUS MUSCULUS 
(MOUSE). //P24399 

F-NT2RP4001946//PROTEIN-L-ISOASPARTATE 0-METHYLTRANSFERASE (EC 2.1.1.77) 
(PROTEIN- BETA-ASPARTATE METHYLTRANSFERASE) (PIMT) (PROTEIN L-ISOASPART 
YL METHYLTRANSFERASE) (L-ISOASPARTYL PROTEIN CARBOXYL METHYLTRANSFERASE) 
.//4.8e-14:183:30//TRITICUM AESTIVUM (WHEAT) . //Q43209 

F-NT2RP4001950//HYPOTHETICAL PROTEIN ORF-1137.//3.7e-07: 115:29//MUS MUSC 
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ULUS (MOUSE). //PI 1260 
F-NT2RP4001953 

F-NT2RP4001966//WALL-ASSOCIATED PROTEIN PRECURSOR. //O. 13: 151 :27//BACILLU 
S SUBTILIS.//Q07833 

F-NT2RP4001975//FIBRIL-FORMING COLLAGEN ALPHA CHAIN. //O. 00031 : 190:31//RI 
FTIA PACHYPTILA (TUBE WORM) . //P30754 

F-NT2RP4002018//RING CANAL PROTEIN (KELCH PROTEIN). //3.5e-18: 185:29//DR0 
SOPHILA MELANOGASTER (FRUIT FLY) . //Q04652 

F-NT2RP4002047//GTP-BINDING PROTEIN GUFl (GTPASE GUFl) . //4. Oe-49: 158:65/ 
/SACCHAROMYCES CEREV LSI AE (BAKER'S YEAST). //P46943 

F-NT2RP4002052//HYPOTHETICAL 54.3 KD PROTEIN C23D3.03C IN CHROMOSOME I./ 
/0.0047:148:27//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q09844 
F-NT2RP4002058//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA HELI 
CASE F56D2.6,//0.057:66:30//CAENORHABDITIS ELEGANS.//Q20875 
F-NT2RP4002071//VERY HYPOTHETICAL 13.2 KD PROTEIN CY251.09.//0.94:45:46/ 
/MYCOBACTERIUM TUBERCULOSIS. //Ql 0888 

F-NT2RP4002075//TAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN) .//O. 44: 
36:38//HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (NDK ISOLATE) (HIV-1) .//P1880 
4 

F-NT2IiP4002078//ZINC FINGER PROTEIN 91 (ZING FINGER PROTEIN HTFIO) (HPF7 
).//2.6e-19:46:76//H0M0 SAPIENS (HUMAN) . //Q05481 

F-NT2RP4002081//MHC CLASS II REGULATORY FACTOR RFXl (RFX) (ENHANCER FACT 
OR C) (EF-C).//2.8e-05:196:31//HOMO SAPIENS (HUMAN) . //P22670 
F-NT2RP4002083//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT) .//O. 0064: 29 
:55//0WENIA FUSIF0RMIS.//P21280 

F-NT2RP4002408//PROTEIN KINASE CEKl (EC 2.7. 1.-) .//I. le-37: 159:53//SCHIZ 
OSACCHAROMYCES POMBE (FISSION YEAST) .//P38938 

F-NT2RP4002791//30S RIBOSOMAL PROTEIN S20.//1.0:73:26//HELICOBACTER PYLO 
RI (CAMPYLOBACTER PYLORI) .//P56027 
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F-NT2RP4002888//HYPOTHETICAL PROTEIN TP0352.//0.98:52:26//TREPONEMA PALL 
IDUM.//083371 

F-NT2RP4002905//G2/MITOTIC-SPECIFIC CYCLIN S13-7 (B-LIKE CYCLIN) (FRAGME 
NT).//5.9e-05:138:27//GLYCINE MAX (SOYBEAN) .//P25012 

F-NT2RP5003459//HOMEOBOX PROTEIN H0X-A3 (HOX-1.5) (MO-10) .//O. 027:40:40/ 
/MUS MUSCULUS (MOUSE) .//P02831 

F-NT2RP5003461//HYPOTHETICAL PROTEIN C22F3.14C IN CHROMOSOME I (FRAGMENT 
).//l.le-12:142:35//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) . //Q09779 
F-NT2RP5003477//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-l.//5.3e-13:21 
5:28//P0D0SP0RA ANSERINA.//Q00808 

F-NT2RP5003492//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-AL 
PHA- GLUCOSIDASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE) . 7/0.0055:144 :27//S 
ACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P08640 

F-NT2RP5003500//PROLINE-RICH PROTEIN MP-2 PRECURSOR. //9. Oe-05: 103:38//MU 
S MUSCULUS (MOUSE). //P05 142 

F-NT2RP5003506//MALE SPECIFIC SPERM PROTEIN MST87F.//0.53:21:38//DROSOPH 
ILA MELANOGASTER (FRUIT FLY) .//P08175 

F-NT2RP5003512//HYPOTHETICAL PROTEIN IN CYCB 3' REGION PRECURSOR (0RF2) ( 
FRAGMENT). //O. 92: 49 :32//PARAC0CCUS DENITRIFICANS.//P29969 
F-NT2RP50035227/NADPH-CYTOCIIROME P450 REDUCTASE (EC "1.6.2. 4) "(CPR) . //2 . 7 
e-18:165:39//PHASE0LUS AUREUS (MUNG BEAN) (VIGNA RADIATA) . //P37116 
F-NT2RP5003524/ /COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS) .//6.0e-08: 125:41// 
RATTUS NORVEGICUS (RAT) . //P02454 

F-NT2RP5003534//ATP SYNTHASE, SUBUNIT F (EC 3.6.1.34) .//O. 88:37 :45//HAL0 
BACTERIUM VOLCANII (HALOFERAX VOLCANII) .//Q48331 

F-OVARC1000001//GAR22 PROTEIN. //I. 9e-05: 41 :58//H0M0 SAPIENS (HUMAN). //Q9 
9501 

F-OVARC1000004//70 KD EXOCYST COMPLEX PROTEIN. //3.7e-08:l86:25//SACCHARO 
MYCES CEREVISIAE (BAKER'S YEAST) .//P19658 



2 4 3 6 



ailiE# 2002-3046780 



#200 0— 183767 



F-OVARC1000006//HISTONE H2A. 1 .//4.7e-55: 117:98//RATTUS NORVEGICUS (RAT). 
//P02262 

F-OVARC1000013//WD-REPEAT PROTEIN POP1.//0.00022:126:28//SCHIZOSACCHAROM 
YCES POffBE (FISSION YEAST) .//P87060 

F-OVARC1000014//PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. //2.3e-05: 220: 30/ 
/CALLUS CALLUS (CHICKEN) .//P02457 

F-OVARC1000017//CUTICLE COLLAGEN DPY-13.//2.6e-05:97:30//CAENORHABDITIS 
ELEGANS.//P17657 

F-OVARC1000035 

F-OVARC1000058//RAS-RELATED PROTEIN RABC. //O. 00015: 110:24//DICTYOSTELIUM 

DISCOIDEUM (SLIME MOLD) .//P34143 
F-OVARC1000060//EXTRACELLULAR RIBONUCLEASE LE PRECURSOR (EC 3.1.27.1) (R 
NASE LE).//6.8e-09:60:45//LYCOPERSICON ESCULENTUM (TOMATO) . //P80022 
F-OVARC1000068//CYTOTOXIN 4 (CARDIOTOXIN V-II-4) .//1.0:27:44//NAJA MOSSA 
MBICA (MOZAMBIQUE COBRA) .//P01452 

F-OVARC1000071//NUCLEAR TRANSPORT FACTOR 2 (NTF-2) (PLACENTAL PROTEIN 15 
) (PP15).//5.2e-06:115:29//HOMO SAPIENS (HUMAN), AND RATTUS NORVEGICUS ( 
RAT).//P13662 
F-OVARC1000085 

F-OVARCl600087//HISTONE MACR0-H2A. 1 .//I". 2e-13: 174:267/RATTUS NORVEGICUS 
(RAT).//Q02874 

F-OVARC1000091//OCTAPEPTIDE-REPEAT PROTEIN T2.//0. 0013: 137 :32//MUS MUSCU 
LUS (MOUSE). //Q06666 

F-OVARC1000092//MITOCHONDRIAL RIBOSOMAL PROTEIN S7.//0.97:46:39//ACANTHA 
MOEBA CASTELLAN I I (AMOEBA) . //P46756 

F-OVARC1000106//HYPOTHETICAL 141.5 KD PROTEIN IN YPT53-RH02 INTERGENIC R 
EGION.//0.0012:165:29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53935 
F-OVARC1000109//PROLINE RICH 33 KD EXTENS IN-RELATED PROTEIN PRECURSOR (F 
RAGMENT).//0.18:35:34//DAUCUS CAROTA (CARROT) .//P06600 



2 4 3 7 



ffiiE# 2002-3046780 



#2 000—183767 

F-OVARC100G113//HYPOTHETICAL PROTEIN C18.//1.0:26:26//SWINEPOX VIRUS (ST 
RAIN KASZA) (SPV) .//P32217 

F-OVARC1000114//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//3.6e-28:57:63/ 
/HOMO SAPIENS (HUMAN). //P39194 

F-0VARCI000133 

F-OVARC1,000139//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 4 (EC 3.1.2.15) (U 
BIQUITIN THIOLESTERASE 4) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DE 
UBIQUITINATING ENZYME 4) (UBIQUITOUS NUCLEAR PROTEIN HOMOLOG) .//1.9e-09: 

200:29//HOMO SAPIENS (HUMAN) . //Q13107 

E-OVARC1000145//HOMEOBOX PROTEIN DLX-3.//1.0:65:30//BRACHYDANIO RERIO (Z 
EBRAFISH) (ZEBRA DANIO) .//Q01702 

F-OVARC1000148//HYPHAL WALL PROTEIN 1 (CELL ELONGATION PROTEIN 2).//0.12 
:175:29//CANDIDA ALBICANS (YEAST) .//P46593 

F-OVARC1000151//HYPOTHETICAL PROTEIN KIAA0161.//5.6e-20:197:30//HOMO SAP 
lENS (HUMAN). //P50876 

F-0VARC1000168//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//0.0030:77:38//H 
OMO SAPIENS (HUMAN). //P39188 

F-OVARC1000191//COLANIC ACID BIOSYNTHESIS PROTEIN WCAH.//0.95:56:35//ESC 
HERICHIA COLI.//P32056 

F-OVARCi600i98//HISTONE Hl.C2.//0.g6:70:25//TRYPANOSOMA CRUZI ./7P4026S 
F-OVARC1000209//HYPOTHETICAL 20.9 KD PROTEIN IN PLB1-HXT2 INTERGENIC REG 
I0N.//2.5e-33:178:44//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //Q03677 
F-OVARC1000212//PROLINE-RICH PROTEIN MP-2 PRECURSOR. //I. 7e-05: 66 :46//MUS 

MUSCULUS (MOUSE). //P05142 
F-OVARC1000240//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//1.8e-10:41:78/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-OVARC1000241//ENDOTHELIAL PAS DOMAIN PROTEIN 1 (EPAS-1) (HIF-1 ALPHA-L 
IKE FACTOR) (MHLF) (HIF-RELATED FACTOR) (HRF) .//7.4e-54:177:54//MUS MUSC 
ULUS (MOUSE). //P97481 
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F-OVARC1000288//HYPOTHETICAL 54.2 KD PROTEIN IN ERP5-0RC6 INTERGENIC REG 
I0N.//2.9e-20:115:45//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P38821 
F-OVARC1000302//CORTICOSTEROID-BINDING GLOBULIN PRECURSOR (CBG) (TRANSCO 
RTIN).//1.0:79:25//MUS MUSCULUS (MOUSE) . //Q06770 

F-OVARC1000304//PROTEIN MOV-10.//1.6e-79: 181:83//MUS MUSCULUS (MOUSE).// 
P23249 

F-OVARC1000309//THREONINE SYNTHASE (EC 4.2.99.2) .//6.9e-36: 156:42//ASHBY 
A GOSSYPII (EREMOTHECIUM GOSSYPII).//Q00063 

F-OVARC1000321//HYPOTHETICAL 28.1 KD PROTEIN C4F8.03 IN CHROMOSOME I.//5 
.2e-45:159:53//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) . //014179 
F-OVARC1000326//BASIC PROLINE-RICH PEPTIDE IB-l.//0.036:67:35//H0M0 SAPI 
ENS (HUMAN). //P04281 

F-OVARC1000335//HYPOTHETICAL 39.3 KD PROTEIN IN GCN4-WBP1 INTERGENIC REG 
ION.//1.2e-16:200:27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P40004 
F-OVARC1000347//HYPOTHETICAL 7.6 KD PROTEIN YCF33.//0.69:4l:43//CYAN0PH0 
RA PARAD0XA.//P48273 

F-OVARC1000384//ANTI FREEZE PEPTIDE 4 PRECURSOR. //O. 98: 49 :34//PSEUD0PLEUR 
ONECTA AMERICANUS (WINTER FLOUNDER) .//P02734 

F-OVARC1000408// INTEGUMENTARY MUCIN C.l (FIM-C.l) (FRAGMENT) .//8.1e-05:l 
15:33//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) . //Q05049 

F-OVARC1000411//DYNACTIN, 150 KD ISOFORM (150 KD DYNE IN-ASSOCIATED POLYP 
EPTIDE) (DP-150) (DAP-150) (P150-GLUED) .//O. 00076: 100: 29//RATTUS NORVEGI 
CUS (RAT).//P28023 

F-OVARC1000414//HYPOTHETICAL 7.0 KD PROTEIN IN BLTR-SPOIIIC INTERGENIC R 
EG ION . // 1 . 0 : 46 : 34//BAC I LLUS SUBT I L I S . //P54431 

F-OVARC1000420//COLLAGEN ALPHA 2(VIII) CHAIN (ENDOTHELIAL COLLAGEN) (FRA 
GMENT).//0.0028:97:37//HOMO SAPIENS (HUMAN) . //P25067 

F-OVARC1000427//HYPOTHETICAL 13.9 KD PROTEIN IN PRFA-SPOIIR INTERGENIC R 
EGION.//0.70:2l:47//BACILLUS SUBTILIS.//P39150 
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• F-OVARC1000431 

F-OVARC1000437//TENSIN.//9.2e-42:l95:52//GALLUS GALLUS (CHICKEN) .//Q0420 
5 

F-OVARC1000440//PINCH PROTEIN (PARTICULARY INTERESTING NEW CYS-HIS PROTE 

IN).//3.4e-3l:37:97//H0M0 SAPIENS (HUMAN) .//P48059 

F-OVARC1000442 

F-OVARC1000443//CUTICLE COLLAGEN 2C (FRAGMENT) .//O. 0056: 163: 34//HAEM0NCH 
US C0NT0RTUS.//P16252 

F-OVARC1000461//FIXU PROTEIN. //0.36:36:44//RHIZ0BIUM LEGUMINOSARUM (BIOV . 
AR TRIPOLI I). //P42710 

F-OVARC1000465//PROTEIN TRANSPORT PROTEIN SEC7.//2.4e-14:222:26//SACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST) .//PI 1075 

F^OVARC1000466//! !!! ALU SUBFAMILY SC WARNING ENTRY ! !! !//2.3e-08:29:93/ 
/HOMO SAPIENS (HUMAN) .//P39192 

F-OVARC1000473//DUAL SPECIFICITY PROTEIN PHOSPHATASE 7 (EC 3.1.3.48) (EC 
3.1.3.16) (DUAL SPECIFICITY PROTEIN PHOSPHATASE MKP-X) (FRAGMENT) .//2. 8 
e-06:96:36//RATTUS NORVEGICUS (RAT) . //Q63340 

F-OVARC1000479//PHOTOSYSTEM I REACTION CENTRE SUBUNIT X (PSI-K) .//0.99:4 
8:37//CYANIDIUM CALDARIUM (GALDIERIA SULPHURARIA) .//P31567 

F-OVARC1000486 - - - - - 

F-OVARC1000496//HYPOTHETICAL PROTEIN MJ1213.//1.0:62:32//METHANOCOCCUS J 
ANNASCHII.//Q58610 

F-OVARC1000520//MEROZOITE SURFACE PROTEIN CMZ-8 (FRAGMENT) .//O. 001 1:66: 4 
0//EIMERIA ACERVULINA.//P09125 

F-OVARC1000526//PROTEIN Q300.//1.2e-05:51:43//MUS MUSCULUS (MOUSE) . //Q02 
722 

F-OVARC1000533//NEURONAL PROTEIN 3.1 (P311 PROTEIN) .//0.74:43:41//HOMO S 
APIENS (HUMAN). //Q16612 

F-OVARC1000543//POLYPEPTIDE N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1. 
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41) (PROTEIN- UDP ACETYLGALACTOSAMINYLTRANSFERASE) (UDP-GALNAC:POLYPEPTI 
DE, N- ACETYLGALACTOSAMINYLTRANSFERASE) (GALNAC-Tl) .//2.3e-23: 192:35//H0 
MO SAPIENS (HUM AN). //Ql 0472 
F.-OVARC1000556 

F-OVARC1000557//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.6e-08:80:47// 
HOMO SAPIENS (HUMAN) . //P39188 

F-0VARC1000564//VPX PROTEIN (X ORF PROTEIN) (VIRAL ACCESSORY PROTEIN).// 
0.45:32:50//HUMAN IMMUNODEFICIENCY VIRUS TYPE 2 (ISOLATE D194) (HIV-2)./ 

/P17760 

F-0VARC1000573 

F-OVARC1000576//BETA-DEFENSIN 1 (BNDB-1) .//O. 47:29 :41//B0S TAURUS (BOVIN 
E).//P46159 

F-OVARC1000578//COLLAGEN ALPHA 1(11) CHAIN (FRAGMENTS) . //O. 023: 96: 36//B0 
S TAURUS (BOVINE). //P02459 

F-0VARC1000588//MIT0CH0NDRIAL 60S RIBOSOMAL PROTEIN L3.//0.75:57:29//H0M 
0 SAPIENS (HUMAN). //P09001 

F-OVARC1000605//AUTOLYSIN PRECURSOR (EC 3.4.24.38) (GAMETE LYTIC ENZYME) 

(GLE).//0.91:134:28//CHLAMYDOMONAS REINHARDTII .//P31178 
F-OVARC1000622//!!!! ALU SUBFAMILY SB WARNING ENTRY !!! !//2.6e-36: 100:80 

//HOMO- SAPIENS (HUMAN) . //P39189 " " - - - — " 

F-OVARC1000640//HYPOTHETICAL 8.5 KD PROTEIN YCF40 (0RF73) .//0.96:34:38// 
ODONTELLA SINENSIS. //P49535 

F-OVARC1000649//ANTHER-SPECIFIC PROTEIN SF18 PRECURSOR (FRAGMENT) .//O. 00 
36:64:37//HELIANTHUS ANNUUS (COMMON SUNFLOWER) .//P22357 
F-OVARC1000661//COLLAGEN ALPHA 2(1) CHAIN (FRAGMENTS) .//O. 21:53 :47//RATT 
US NORVEGICUS (RAT) . //P02466 

F-OVARC1000678//BACTERIOCIN MICROCIN B17 PRECURSOR (MCB17) .//1.0:17:58// 
ESCHERICHIA C0LI.//P05834 

F-OVARC1000679//DNA-DIRECTED RNA POLYMERASE OMEGA CHAIN (EC 2.7.7.6) (TR 
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ANSCRIPTASE OMEGA CHAIN) (RNA POLYMERASE OMEGA SUBUNIT) .//0.096:67:29//E 
SCHERICHIA COLI.//P08374. 

F-OVARC1000681//PROTEIN Q300.//0.72: 16:43//MUS MUSCULUS (MOUSE) . //Q02722 
F-OVARC1000682//PR0CESSING ALPHA-1 ,2-MANNOSIDASE (EC 3.2.1.-) (ALPHA-1,2 
-MANNOSIDASE IB) .//7.6e-70: 102:99//MUS MUSCULUS (MOUSE) .//P39098 
F-OVARC1000689//CADMIUM-METALLOTHIONEIN (CD-MT) .//0.032:30:40//HELIX POM 
ATIA (ROMAN SNAIL) (EDIBLE SNAIL) .//P33187 

F-OVARC1000700//BRAIN NEURON CYTOPLASMIC PROTEIN 2.//0.17:60:40//RATTUS 
NORVEGICUS (RAT).//P02684 
^ F-OVARC1000703//BASIC PROLINE-RICH PEPTIDE P-E (IB-9) .//O. 57:42 :42//H0M0 
SAPIENS (HUMAN). //P02811 
F-OVARC1000722//N-ACETYLLACTOSAMINE SYNTHASE (EC 2.4.1.90) (N-ACETYLGLUC 
OSAMINE (BETA 1->4)GALACT0SYLTRANSFERASE) (EC 2.4.1.38) (LACTOSE SYNTHAS 
E A PROTEIN (EC 2.4.1.22)) (GALACTOSYLTRANSFERASE) (GT) .//I. le-20:44:70/ 
/BOS TAURUS (BOVINE).//P08037 

F-OVARC1000730//HYPOTHETICAL 83.8 KD PROTEIN C27F2.7 IN CHROMOSOME III./ 
/5.2e-29:224:36//CAEN0RHABDITIS ELEGANS. //Q18262 

F-OVARC1000746//MATERNAL EFFECT PROTEIN STAUFEN.//6.2e-12:78:48//DR0S0PH 
ILA MELANOGASTER (FRUIT FLY) .//P25159 
- F-OVARG100G769 - - " " ' ' " 

F-OVARC1000771//RAS-RELATED PROTEIN RAB-2. //I . le-46: 12l:79//H0M0 SAPIENS 

(HUMAN), AND CAN IS FAMILIARIS (DOG) . //P08886 
F-OVARC1000781//HOMEOBOX PROTEIN GBX-2 (GASTRULATION AND BRAIN-SPECIFIC 
HOMEOBOX PROTEIN 2) .//0.8l:36:52//HOMO SAPIENS (HUMAN) .//P52951 
F-OVARC1000787//40S RIBOSOMAL PROTEIN S14 (FRAGMENT) .//O. 96:37 :48//SUS S 
CROFA (PIG).//Q29303 

F-OVARC1000800//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//2.5e-31:47:82/ 
/HOMO SAPIENS (HUMAN) .//P39189 

F-OVARC1000802//HYPOTHETICAL 8.8 KD PROTEIN B0302.2 IN CHROMOSOME X.//0. 
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16:55:40//CAENORHABDITIS ELEGANS.//Q10926 

F-OVARC1000834//SERINE/THREONINE-PROTEIN KINASE PAK-ALPHA (EC 2.7.1.-) ( 
P68-PAK) (P21- ACTIVATED KINASE) (ALPHA-PAK) (PROTEIN KINASE MUK2).//0.8 
7:140:31//RATTUS NORVEGICUS (RAT) . //P35465 

F-OVARC1000846//NUCLEOLIN (PROTEIN C23) .//7.0e-07: 109:30//MESOCRICETUS A 
URATUS (GOLDEN HAMSTER) .//P08199 

F-OVARC1000850//HYPOTHETICAL 56.2 KD PROTEIN IN ERG8-UBP8 INTERGENIC REG 
ION.//6.9e-09:180:28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //Q04991 
F-OVARC1000862//UBIQUITIN-CONJUGATING ENZYME E2-17. 5 KD (EC 6.3.2.19) (U 
^ BIQUITIN- PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN), //O. 0020: 74: 28//SA 
CCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P52490 

F-OVARC1000876//MOB1 PROTEIN (MPSl BINDER 1) .//9.8e-39:154:55//SACCHAR0M 

YCES CEREVISIAE (BAKER'S YEAST) . //P40484 

F-OVARC1000883//METALLOTH I ONE I N- I . //O . 87 : 38 : 36//CAND I DA GLABRATA (YEAST) 

(TORULOPSIS GLABRATA). //P15 113 
F-OVARC1000885//OXIDOREDUCTASE UCPA (EC 1. -.-.-) .//2.8e-18: 170: 34//ESCHE 
RICH I A COLI.//P37440 

F-OVARC1000886//COLLAGEN ALPHA 2(1) CHAIN (FRAGMENT) .//O. 00033: 60: 45//B0 
S TAURUS (B0VINE).//P02465 

F^OVARC1000890//PROB.ABLE E5 PROTEIN. //0. 92: 7:717 /HUMAN PAPILLOMAVIRUS TY 
PE 70.//P50774 

F-OVARC1000891//HYPOTHETICAL 8.3 KD PROTEIN (0RF5) .//1.0:36:36//PARAMECI 
UM TETRAURELIA.//P15606 

F-OVARC1000897//HYPOTHETICAL 6.1 KD PROTEIN PRECURSOR (0RF87) .//I. 0:34:4 
4//0RGYIA PSEUDOTSUGATA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV) .//010337 
F-OVARC1000912//PUTATIVE CUTICLE COLLAGEN C09G5.4.//4.0e-07:98:35//CAENO 
RHABDITIS ELEGANS.//Q09455 

F-OVARC1000915//HYPOTHETICAL PROTEIN KIAA0288 (HA6116) .//1.7e-47: 115:76/ 
/HOMO SAPIENS (HUMAN) . //P56524 
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F-OVARC1000924//CYTOCHROME B (EC 1.10.2.2) (FRAGMENT) .//O. 99:54: 24//B0A 
CONSTR ICTOR (BOA) . //P92848 

F-OVARC1000936//HYPOTHETICAL 7.5 KD PROTEIN IN INAA-GLPQ INTERGENIG REGI 
ON . // 1 . 0 : 48 : 33/ /ESCHER I CH I A COL I . / /P45505 

F-OVARC1000937//PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. //I. 0: 135 :31//H0M 
0 SAPIENS (HUMAN) . //P02452 

F-OVARC1000945//EARLY ElA 11 KD PROTEIN. //0.087:81:24//MOUSE ADENOVIRUS 
TYPE 1 (MAV-1).//P12533 

F-OVARC1000948 

^ F-OVARC1000959//HYPOTHETICAL PROTEIN MJ0933.//0.99:67:28//METHANOCOCCUS 
JANNASCHII.//Q58343 

F-OVARC1000960//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//1.8e-32:56:75/ 

/HOMO SAPIENS (HUMAN) .//P39193 

F-OVARC1000964//MAMBIN (GLYCOPROTEIN IIB-IIA ANTAGONIST) (PLATELET AGGRE 
GATION INHIBITOR) (DENDROASPIN) .//1.0:30:36//DENDROASPIS JAMESONI KAIMOS 
AE (EASTERN JAMESON'S MAMBA) . //P28375 

F-OVARC1000971 

F-OVARC1000984//HYPOTHETICAL 52.3 KD PROTEIN IN MRPL10-ERG24 INTERGENIC 
REGION PRECURSOR. //O. 093: 36 :47//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) 
.//P53832 - 

F-OVARC1000996//M025 PROTEIN. //I. 9e-39: 80 :95//MUS MUSCULUS (MOUSE) . //Q06 . 
138 , 

F-0VARC1000999//BRAIN-SPECIFIC HOMEOBOX/POU DOMAIN PROTEIN 1 (BRN-1 PROT 
EIN).//0. 00020: 50 :40//HOMO SAPIENS (HUMAN) . //P20264 

F-OVARCIOOIOOO//! ! ! ! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//1.4e-16:43:90/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-OVARC1001004//MALE SPECIFIC SPERM PROTEIN MST84DA.//0.95:33:42//DROSOP 
HI LA MELANOGASTER (FRUIT FLY) .//QO 1642 

F-OVARC1001010//HYPOTHETICAL PROTEIN MJ0926.//0.50:71:23//METHANOCOCCUS 
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JANNASCHII.//Q58336 

F-OVARC1001011//CORTISTATIN PRECURSOR. //O. 81: 45 :37//RATTUS NORVEGICUS (R 
AT).//Q62949 

F-OVARC1001032//FERREDOXIN LIKE PROTEIN. //I. 0: 26 :46//RHIZ0BIUM LEGUMINOS 

ARUM (BIOVAR PHASEOLI) . //Q05561 

F-OVARC1001034//METALLOTHIONEIN-IG (MT-IG) .//O. 14:9:77//H0M0 SAPIENS (HU 
MAN).//P13640 

F-OVARC1001038//NUCLEOLIN (PROTEIN C23) .//3.2e-07: 36: 80//H0MO SAPIENS (H 
UMAN).//P19338 

^ F-OVARC100i040//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! l//1.5e-18:45:60/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-OVARC1001044//BIS(5*-NUCLEOSYL)-TETRAPHOSPHATASE (SYMMETRICAL) (EC 3.6 
.1.41) (DIADENOSINE TETRAPHOSPHATASE) .//0.88:43:39//ESCHERICHIA COLI.//P 
05637. 

F-OVARC1001051//SERINE PROTEINASE STUBBLE (EC 3.4.21.-) (STUBBLE-STUBBLO 
ID PROTEIN). //O. 34: 117:25//DR0S0PHILA MELANOGASTER (FRUIT FLY) .//Q05319 
F-OVARC1001055//PRE-B CELL ENHANCING FACTOR PRECURSOR. //I. 6e-33:43:97//H 
OMO SAPIENS (HUMAN). //P43490 
F-OVARC1001062 

^ F-OVARC10G1065//METHIONYL-TRNA SYNTHETASE "(EC 6 .1 . 1 . 10) (METHIONINE--TRN 
A LIGASE) (NETRS).//0.79:76:39//BORRELIA BURGDORFERI (LYME DISEASE SPIRO 
CHETE).//Q44951 

F-OVARC1001068//GTP-BINDING PROTEIN ERA HOMOLOG (FRAGMENT) .//5.3e-15: 100 
:44//BRADYRHIZ0BIUM JAP0NICUM.//069162 

F-OVARC1001072//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//0.0076:41:56//H 
OMO SAPIENS (HUMAN). //P39188 

F-OVARC1001074//60S RIBOSOMAL PROTEIN L38.//1.0:32:40//LYC0PERSIC0N ESCU 
LENTUM (TOMATO). //P46291 

F-OVARC1001085//HYPOTHETICAL 126.5 KD PROTEIN C13F4.06 IN CHROMOSOME I./ 
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/0.73:135:25//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Ql 01 97 
F-OVARC1001092//HYPOTHETICAL 51.2 KD PROTEIN IN PET54-DIE2 INTERGENIC RE 
GION.//5.6e-05:30:56//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P50079 
F-OVARC1001107//SHK1 KINASE-BINDING PROTEIN l.//1.8e-08:52:51//SCHIZOSAC 

CHAROMYCES POMBE (FISSION YEAST) . //P78963 

F-OVARClOOl 1 13//D I APHANOUS PROTE I N . // 1 . 9e-33 : 2 18 : 35//DR0S0PH I LA MELANOGA 
STER (FRUIT FLY) . //P48608 

F-OVARC1001117//GENE 7 PROTEIN. //O. 68: 12 :50//SPIROPLASMA VIRUS 4 (SPV4) . 

//P11339 

F-OVARC1001118 

F-OVARC1001129//30S RIBOSOMAL PROTEIN S17.//0. 15:57:22//AQUIFEX AEOLICUS 
.//066439 

F-OVARC1001154//GRANULINS PRECURSOR (ACROGRANIN) .//2.3e-95:99:77//MUS MU 
SCULUS (MOUSE). //P28798 

F-OVARC1001161//GUANINE NUCLEOT I DE-BINDING PROTEIN BETA SUBUNIT.//0. 17:8 

7:34//ARABID0PSIS THALIANA (MOUSE-EAR CRESS) . //P49177 

F-OVARC1001162 

F-OVARC1001167//TRBD PROTEIN. //O. 92:24: 45//ESCHERICHIA COLI .//P41070 
F-OVARC1001169//FRUCTOSE-1,6-BISPHOSPHATASE (EC 3.1.3.11) (D-FRUCTOSE-1 , 
6-fiTSPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) (FRAGMENT) .//O. 82: 35: 40//MUS : 

MUSCULUS (MOUSE). //P97323 
F-OVARC1001170//PROLINE-RICH PEPTIDE P-B.//0. 17:27 :37//H0M0 SAPIENS (HUM 
AN).//P02814 

F-OVARC1001171//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//0. 00023:28:75// 

HOMO SAPIENS (HUMAN) .//P39188 

F-OVARC1001173 

F-OVARC1001176//HYPOTHETICAL BHLFl PROTEIN. //2.7e-05: 158:31//EPSTEIN-BAR 
R VIRUS (STRAIN. B95-8) (HUMAN HERPESVIRUS 4).//P03181 

F-OVARC1001180//UBIQUITIN-LIKE PROTEIN DSK2.//1.4e-12:208:25//SACCHAROMY 
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CES CEREVISIAE (BAKER'S YEAST) .//P485 10 

F-OVARC1001188//HYPOTHETICAL 27.8 KD PROTEIN IN VMA7-RPS25A INTERGENIC R 
EGI0N.//3.3e-31:129:51//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P5321 
5 

F-OVARC1001200//HYPOTHETICAL 49.0 KD PROTEIN IN NSP1-KAR2 INTERGENIC REG 

ION.//0.018:148:26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P47057 

F-OVARC1001232//HYPOTHETICAL PROTEIN MJ1236.//2.5e-27: 141:39//METHAN0CQC 

CUS JANNASCHII.//Q58633 

F-OVARC1001240 

F-OVARC1001243 

F-OVARC1001244//RING3 PROTEIN (KIAA9001) .//1.7e-13:37:91//H0M0 SAPIENS ( 
HUMAN). //P25440 

F-OVARC1001261//OCTAPEPTIDE-REPEAT PROTEIN T2.//1.3e-07:109:35//MUS MUSC 
ULUS (MOUSE). //Q06666 

F-OVARC1001268//HYPOTHETICAL 57.4 KD PROTEIN IN PILT REGION (ORF4).//0.7 
l:43:41//PSEUD0M0NAS AERUGINOSA. //P24563 

F-OVARC1001270//HYPOTHETICAL 9.0 KD PROTEIN IN UVSW-UVSY INTERGENIC REGI 
ON. //I . 0 : 44: 29//BACTERI0PHAGE T4. //P32281 

F-OVARC1001271//HYPOTHETICAL 104.7 KD PROTEIN F23F12.8 IN CHROMOSOME III 
- -PRECURSOR:/y0.00pl5:188:23"//CAENORHABDiTIS-ELEGANS.7/P — " - 
F-OVARC1001282 

F-OVARC1001296//WEB1 PROTEIN (PROTEIN TRANSPORT PROTEIN SEC31) .//0..022: 1 
0l:31//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P38968 
F-OVARC1001306//HYPOTHETICAL 52.9 KD SERINE-RICH PROTEIN C11G7.01 IN CHR 
OMOSOME I.//0.023:134:26//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). //Ol 
3695 

F-OVARC1001329//CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTP 

T).//1.3e-14:150:28//ZEA MAYS (MAIZE) .//P49133 

F-OVARC1001330 
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F-OVARC1001339//RIBONUCLEOPROTEIN RB97D.//0.0013:55:38//DROSOPHILA MELAN 
OGASTER (FRUIT FLY) . //Q02926 

F-0VARC1001341//HYPOTHETICAL 74.0 KD PROTEIN IN CAJ1-H0M3 INTERGENIC REG 
ION.//4.9e-17:llO:43//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P40032 

F-0VARC1001342 

F-OVARC1001344//PREPROTEIN TRANSLOCASE SECE SUBUNIT.//0.99:39:23//STAPHY 
LOCOCCUS CARN0SUS.//P36253 

F-OVARC1001357//METALLOTHIONEIN.//0.99:28:42//XENOPUS LAEVIS (AFRICAN CL 

AWED FROG) . //Q05890 

^ F-0VARC1001360//LARGE PROLINE-RICH PROTEIN BAT2 (HLA-B-ASSOCIATED TRANSC 
RIPT 2).//0.86:109:31//H0M0 SAPIENS (HUMAN) . //P48834 

F-OVARC1001369//COLLAGEN ALPHA 2(1) CHAIN (FRAGMENT) .//6.7e-05: 124: 36//B 
OS TAURUS (BOVINE). //P02465 

F-0VARC1001372//HYP0THETICAL 34.5 KD PROTEIN IN CLCB-CLCD INTERGENIC REG 
ION PRECURSOR. //O. 75: 33 :48//PSEUD0M0NAS PUT I DA, AND PSEUDOMONAS SP. (STR 
AIN B13).//Q47100 

F-OVARC1001376//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//2. 86-24:96:61// 
HOMO SAPIENS (HUMAN) .//P39188 

F-OVARC1001381//MEMBRANE-ASSOCIATED ATPASE EPSILON CHAIN (EC 3.6.1.34) ( 
SUL-ATPASE EPSIL0N) .//0v96:46:39//SULF0L0BUS ACTDOCALDARIUS.//P23039 " 
F-OVARC1001391//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: P 
EPTIDE P-D] (FRAGMENT).//©. 00024: 189 :29//H0M0 SAPIENS (HUMAN) .//P10162 
F-0VARC1001399//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//0.062:18:77//H 
OMO SAPIENS (HUMAN). //P3.9195 

F-OVARC1001417//HYPOTHETICAL 157,0 KD PROTEIN C38C10.5 IN CHROMOSOME III 
.//0.010:185:23//CAENORHABDITIS ELEGANS.//Q03570 

F-OVARC1001419//A-TYPE INCLUSION PROTEIN (ATI) .//0.50: 135:28//CAMELP0X V 
IRUS (STRAIN CP-1).//Q05482 

F-OVARC1001425//COLLAGEN ALPHA 1(X) CHAIN PRECURSOR. //O. 43: 85 :40//HOMO S 
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APIENS (HUMAN). //Q03692 

F-OVARC1001436//HYPOTHETICAL 11.4 KD PROTEIN (C4 PROTEIN) .7/0.031:100:30 
//TOMATO YELLOW LEAF CURL VIRUS (STRAIN AUSTRALIA) (TYLCV) . //P36283 
F-OVARC1001442//HOMEOBOX PROTEIN HTR-A2 (FRAGMENT) .//I. 0:32: 34//HEL0BDEL 
LA TRISERIALIS (LEECH) . //P17138 

F-OVARC1001453//METALLOTHIONEIN-III (MT-III) (GROWTH INHIBITORY FACTOR) 
(GIF).//0.74:19:47//MUS MUSCULUS (MOUSE) . //P28184 

F-OVARC1001476//GTP-BINDING PROTEIN GTR2.//3.0e-12:114:34//SACCHAROMYCES 
CEREVISIAE (BAKER'S YEAST) .//P53290 
^ F-OVARC1001480//COLLAGEN ALPHA 2(VI) CHAIN PRECURSOR. //O. 00019: 134:32//M 
US MUSCULUS (MOUSE). //Q02788 

F-OVARC1001489//HYPOTHETICAL PROTEIN HI1270.//0.98:30:43//HAEMOPHILUS IN 
FLUENZAE.//P44149 

F-OVARC1001496//C-TERMINAL BINDING PROTEIN 2.//4.0e-65:132: 100//HOMO SAP 
I ENS (HUMAN). //P56545 

F-OVARC1001506//POLYCYSTIN PRECURSOR (AUTOSOMAL DOMINANT POLYCYSTIC KIDN 
EY DISEASE PROTEIN 1) . //3. 2e-70: 159:94//H0M0 SAPIENS (HUMAN) .//P98161 
F-OVARC1001525//FIBROBLAST GROWTH FACTOR INDUCIBLE PROTEIN 14 (FIN14).// 
1.0:36:33//MUS MUSCULUS (MOUSE) .//Q61077 
- F-OVARC1001542//SMALL-PROLINE-RICH PROTETN 2B (SPR-2B) .//O. 69:57 :33//H0M 
. 0 SAPIENS (HUMAN). //P35325 
F-OVARC1001547 

F-OVARC1001555//NGG1-INTERACTING FACTOR 3.//7.6e-16: 148:34//SACCHAR0MYCE 
S CEREVISIAE (BAKER'S YEAST) .■//P53081 

F-OVARC1001577//SPLICING FACTOR, ARGININE/SERINE-RICH 2 (SPLICING FACTOR 
SC35) (SC-35) (SPLICING COMPONENT, 35 KD) (PR264 PROTEIN) .//8.8e-38: 94: 
81//GALLUS GALLUS (CHICKEN) .//P30352 

F-OVARC1001600//GENE 7 PROTEIN. //0.80:38:39//SPIROPLASMA VIRUS SPV1-R8A2 
B.//P15898 



2 4 4 9 



ffiliE# 2002-3046780 



#2000—183767 

F-OVARC1001610//DIACYLGLYCEROL CHOLINEPHOSPHOTRANSFERASE (EC 2.7.8.2) (S 
N-1,2- DIACYLGLYCEROL CHOLINEPHOSPHOTRANSFERASE) (CHOPT) .//1.6e-22:122:3 
9//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P17898 
F-OVARC1001611 

F-OVARC1001615//HYPOTHETICAL 6.1 KD PROTEIN C03B1.10 IN CHROMOSOME X.//0 
. 30 : 43 : 34//CAEN0RHABD I T I S ELEGANS . //Ql 1 1 16 

F-0VARC1001668//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//1.0e-19:45:82/ 
/HOMO SAPIENS (HUMAN) .//P39192 

F-OVARC1001702//SOX-20 PROTEIN. //2.4e-28: 71 :83//H0M0 SAPIENS (HUMAN). //O 
^ 60248 

F-OVARC1001703//INTERFERON-INDUCED GUANYLATE-BINDING PROTEIN 1 (GUANINE 
NUCLEOTIDE- BINDING PROTEIN 1) (INTERFERON-GAMMA INDUCIBLE PROTEIN MAG-1 
).//0.00018:88:36//MUS MUSCULUS (MOUSE) . //Q01514 

F-OVARC1001711//CORNIFIN B (SMALL PROLINE-RICH PROTEIN IB) (SPRIB) (SPRl 

B).//2.7e-05:98:32//MUS MUSCULUS (MOUSE) . //Q62267 
F-OVARC1001713//ENDOZEPINE-RELATED PROTEIN PRECURSOR (MEMBRANE-ASSOCIATE 
D DIAZEPAM BINDING INHIBITOR) (MA-DBI) . //4.5e-20:46:67//BOS TAURUS (BOVI 
NE).//P07106 

F-0VARC1001726//ALPHA-AMYLASE INHIBITOR PAIM I (PIG PANCREATIC ALPHA-AMY 
LASE INHIBITOR OF MICROBES I) .//0.59:23:56//STREPTOMYCES OLIVACEOVIRIDTS 

(STREPTOMYCES CORCHORUSII) .//P09921 
F-OVARC1001731//TROPOMYOSIN ALPHA CHAIN, SKELETAL MUSCLE. //2. le-75: 176:8 
7//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) .//QO 1173 

F-OVARC1001745//GENE 11 PROTEIN. //O. 31: 36 :52//SPIR0PLASMA VIRUS SPV1-R8A 
2 B.//P15902 

F-OVARC1001762//N-TERMINAL ACETYLTRANSFERASE 1 (EC 2.3.1.88) (AMINO-TERM 
INAL, ALPHA- AMINO, ACETYLTRANSFERASE 1) .//2.8e-23: 197:35//SACCHAR0MYCES 
CEREVISIAE (BAKER'S YEAST) .//P12945 
F-OVARC1001766//FK506-BINDING NUCLEAR PROTEIN (PEPTIDYL-PROLYL CIS-TRANS 
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ISOMERASE) (PPIASE) (EC 5.2.1.8) (PROLINE ROTAMASE) (NUCLEOLAR PROLINE 
ISOMERASE) (FKBP-70).//2.2e-06:99:40//SACCHAR0MYCES CEREVISIAE (BAKER'S 
YEAST). //P38911 

F-OVARC1001767//33.2 KD PROTEIN IN DIND-RPH INTERGENIC REGION (ORF X).// 

0 . 99 : 1 13 : 27//ESCHER ICH I A COLI . //P23839 

F-OVARC1001768 

F-OVARC1001791//HYPOTHETICAL 63.3 KD PROTEIN IN MPT5-SAE2 INTERGENIC REG 
ION.//0.090:75:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P46945 
F-OVARC1001795//HYPOTHETICAL 7.5 KD PROTEIN IN RPBA-GP46 INTERGENIC REGI 
0N.//0.81:21:38//BACTERI0PHAGE T4.//P07878 

F-OVARC1001802//PLECTOXIN VIII (PLT-VIII) (PLTVIII) .//0.41:19:36//PLECTR 
EURYS TRISTIS (SPIDER) .//P36984 

F-OVARC1001805//60S RIBOSOMAL PROTEIN L40 (CEP52) .//O. 67:24 :58//SACCHAR0 
MYCE.S CEREVISIAE (BAKER'S YEAST) .//P14796 

F-OVARC1001809//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS) .//O. 23: 111: 31//RAT 
TUS NORVEGICUS (RAT) . //P02454 

F-OVARC1001812//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .7/0.99:28:42/ 
/HALICHOERUS GRYPUS (GRAY SEAL) .//P38592 

F-OVARC10018i3//HYPOTHETICAL 9.9 KD PROTEIN.//0.4l:36:30//VACCINIA VIRUS 

(STRAIN COPENHAGEN) .-//P2G562 - - - - ' 

F-OVARC1001820//HYPOTHETICAL PROTEIN 0RF-1137.//0.80:58:29//MUS MUSCULUS 

(MOUSE). //PI 1260 
F-OVARC1001828 
F-OVARC1001846 

F-OVARC1001861//METALLOTHIONEIN (MT) .//O. 18:11 :54//PLEUR0NECTES PLATESSA 

(PLAICE). //P07216 . 
F-OVARC1001873 

F-OVARC1001879//HYPOTHETICAL 55.9 KD PROTEIN EEED8.6 IN CHROMOSOME II.// 
2 . 3e-05 : 73 : 31 //CAENORHABD I T I S ELEGANS . //Q09296 
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F-OVARC1001880//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONE CP7) [CON 
TAINS: BASIC PEPTIDE P-F] (FRAGMENT) .//2.4e-ll:203:32//HOMO SAPIENS (HUM 
AN).//P02812 

F-0VARC1001883//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.3e-16:86:59// 

HOMO SAPIENS (HUMAN) .//P39188 

F-OVARC1001900//HYPOTHETICAL 105.9 KD PROTEIN F22B7.5 IN CHROMOSOME III. 

//0,0053:48:47//CAENORHABDITIS ELEGANS.//P34408 

F-OVARC1001901 

F-OVARC1001911//40S RIBOSOMAL PROTEIN S28. //I . 0:33:36//ARABID0PSIS THALI 
^ ANA (MOUSE-EAR CRESS) .//P34789 

F-OVARC1001916//PUTATIVE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTOR (RHO 
/RAC GEF) (FACIOGENITAL DYSPLASIA PROTEIN) .//O. 00082: 114:27//H0M0 SAPIEN 
S (HUMAN). //P98174 

F-OVARC1001928//FERREDOXIN III (FDIII) .//1.0:64:29//ANABAENA VARIABILIS. 
//P46050 

F-OVARC1001942//N-TERMINAL ACETYLTRANSFERASE 1 (EC 2.3.1.88) (AMINO-TERM 
INAL, ALPHA- AMINO, ACETYLTRANSFERASE 1) .//3..0e-07:93:37//SACCHAROMYCES 
CEREVISIAE (BAKER' S YEAST) . //P12945 

F-OVARC1001943//HYPOTHETICAL 62.2 KD PROTEIN ZK652.6 IN CHROMOSOME III./ 
- /1.7e-23:147:43//eAEN0RHABDITrS ELEGANS-.//P34664 - 

F-OVARC1001949//ZINC FINGER PROTEIN 177.//2.0e-23:56:66//HOMO SAPIENS (H 
UMAN).//Q13360 

F-OVARC1001950//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//0.011:57:47//HO 
MO SAPIENS (HUMAN). //P39188 

F-OVARC1001987//SPERM PROTAMINE PI (CYSTEINE-RICH PROTAMINE) . 7/0.39:14:6 

4//MUS MUSCULUS (MOUSE) .//P02319 

F-OVARC1001989//!!!! ALU SUBFAMILY J WARNING ENTRY i !! !//2.4e-13: 55:72// 

HOMO SAPIENS (HUMAN) .//P39188 

F-OVARC1002044 
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F-OVARC1002050//UTROPHIN (DYSTROPH IN-RELATED PROTEIN 1) (DRPl) (DRP).//3 
.6e-12:22l:25//H0M0 SAPIENS (HUMAN) .//P46939 
F-OVARC1002066 
F-OVARCl 002082 

F-OVARC1002107//INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01.//0.99: 149: 
24//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P25386 
F-OVARC1002112//HISTONE MACR0-H2A.l.//2.8e-64:133:98//RATTUS NORVEGICUS 
(RAT).//q62874 

F-OVARC1002127//60S RIBOSOMAL PROTEIN L22.//0.0023:95:35//DROSOPHILA MEL. 
^ ANOGASTER (FRUIT FLY) .//P50887 

F-OVARC1002138//PROBABLE 26S PROTEASE SUBUNIT YTA6 (TAT-BINDING HOMOLOG 
6).//6.4e-51:198:56//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P40328 
F-OVARC1002143 

F-OVARC1002156//HYPOTHETICAL 27.7 KD PROTEIN IN CPT1-SPC98 INTERGENIC RE 
G ION. //O. 00010: 64 :34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P53915 
F-OVARC1002158//HYPOTHETICAL 24.1 KD PROTEIN IN LEF4-P33 INTERGENIC REGI 
0N.//8.2e-07:119:35//AUT0GRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS ( 
ACMNPV).//P41479 

F-OVARC1002165//EBNA-6 NUCLEAR PROTEIN (EBNA-3C) (EBNA-4B) .//O. 00023: 90: 
^ 45/7EPSTEIN-BARR VIRUS (STRAIN 895-8) (HUMAN HERPESVIRUS 4) .//P03204 

F-OVARC1002182//HYPOTHETICAL 46.2 KD TRP-ASP REPEATS CONTAINING PROTEIN 
D2013.2 IN CHROMOSOME II .//1.3e-34: 165:35//CAEN0RHABDITIS ELEGANS.//Q189 
64 

F-PLACE1000004//HYPOTHETICAL 180.2 KD PROTEIN C31A2.05C IN CHROMOSOME I. 
//8.8e-05:148:25//SCHIZOSACCHAROMYCES PONBE (FISSION YEAST) . //Q09725 
F-PLACE1000005//P.ROTEIN Q300.//0.30: 10: 100//MUS MUSCULUS (MOUSE) . //Q0272 
2 

F-PLACE1000007//PROBABLE UBIQUITIN CARBOXYL-TERMINAL HYDROLASE R10E11.3 
(EC 3.1.2.15) (UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING P 
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ROTEASE) (DEUBIQUITINATING ENZYME) .//2.3e-39:l34:62//CAEN0RHABDITIS ELEG 
ANS.//P34547 

F-PLACE1000014//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A) 
) (RO (SS-A) ).//0. 00036: 63 :39//H0M0 SAPIENS (HUMAN) . //P19474 

F-PLACE1000031 

F-PLACE1000040//n!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//4.4e-12:97:41/ 
/HOMO SAPIENS (HUMAN) . //P39194 

F-PLACE1000048//50S RIBOSOMAL PROTEIN L15 (FRAGMENT) .//O. 98:31 :38//BAC I L 
LUS SP. (STRAIN C-125) . //P38373 

F-PLACE1000050//COLLAGEN ALPHA l(IIl) CHAIN.//0. 00062: 190:33//B0S TAURUS 
(BOVINE).//P04258 

F-PLACE1000061//60S RIBOSOMAL PROTEIN L37A.//6.4e-19:51:86//GALLUS GALLU 

S (CHICKEN). //P32046 

F-PLACE1000066//SSU72 PROTEIN. //2.3e-39: 165:49//SACCHAR0MYCES CEREVISIAE 

(BAKER'S YEAST). //P53538 
F-PLACE1000078//BAD PROTEIN (BCL-2 BINDING COMPONENT 6) .//1.7e-06:21:95/ 
/HOMO SAPIENS (HUMAN) .//Q92934 

F-PLACE1000081//HOMEOBOX PROTEIN H0X-A4 (HOX-1.4) (MH-3) .//O. 0053: 146:33 
//MUS MUSCULUS (MOUSE) . //P06798 

F-PLACEl 000094 " - . . . . . . 

F-PLACE1000133//TRANSCRIPTION FACTOR BTF3 (RNA POLYMERASE B TRANSCRIPTIO 
N FACTOR 3).//1.8e-62:158:81//H0M0 SAPIENS (HUMAN) . //P20290 
F-PLACEl 000 142//EN0YL-C0A HYDRATASE, MITOCHONDRIAL PRECURSOR (EC 4.2.1.1 
7) (SHORT CHAIN ENOYL-COA HYDRATASE) (SCEH) (ENOYL-COA HYDRATASE l).//9. 
8e-12:104:34//HOM0 SAPIENS (HUMAN) . //P30084 

F-PLACE1000184//AC PROTEIN. //O. 44:31 :29//BACTERI0PHAGE T4.//P18924 
F-PLACEl 000 185//HYP0THET I CAL GLYCINE-RICH 49.6 KD PROTEIN CY130.10C PREC 
URSOR.//O.ll:48:33//MYCOBACTERIUM TUBERCULOSIS. //Q10637 
F-PLACE1000213//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-AL 
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PHA- GLUCOS I DASE) ( 1 , 4-ALPHA-D-GLUCAN GLUCOHYDROLASE) . //3 . 4e-05 : 194 : 26// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P08640 

F-PLACE1000214 

F-PLACE1000238//PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. //O. 027: 63 :34//GA 
LLUSGALLUS (CHICKEN). //P02457 

F-PLACE1000246//TEGUMENT PROTEIN (GENE 11 PROTEIN) .//O. 78: 100:26//EQUINE 
HERPESVIRUS TYPE 4 (STRAIN 1942) (EHV-4) (EQUINE HERPESVIRUS TYPE 1 SUB 
TYPE 2).//Q00039 
F-PLACE1000292 

'F-PLACE1000308//EARLY NODULIN 75 (N-75) (NGM-75) (FRAGMENT) .//O. 049: 28: 4 
2//MEDICAG0 SATIVA (ALFALFA) .//PI 1728 
F-PLACEl 000332 

F-PLACE1000347//HYPOTHETICAL PROTEIN TP0420.//0.15:24:54//TREPONEMA PALL 
IDUM.//083435 

F-PLACE1000374//LYSOZYME C (EC 3.2.1.17) (1 ,4-BETA-N-ACETYLMURAMIDASE C) 
.//1.0:63:25//ORYCTOLAGUS CUNICULUS (RABBIT) .//P16973 

F-PLACE1000380//MATING PROCESS PROTEIN MID2 (SERINE-RICH PROTEIN SMSl) ( 
PROTEIN KINASE A INTERFERENCE PROTEIN) .//O. 018: 169:28//SACCHAR0MYCES CER 
EVISIAE (BAKER'S YEAST) .//P36027 
— F-PLACE1000383//MYbTUBULARIN.//1.2e-65:215:57-//HdMO SAPIENS (HUMAN) .//Ql 
3496 

F-PLACE1000401//ELASTIN PRECURSOR (TROPOELASTIN) .//O. 00023: 145: 30//MUS M 
USCULUS (MOUSE). //P54320 

F-PLACE1000406//54 KD NUCLEAR RNA-BINDING PROTEIN (P54(NRB)) .//3,4e-27:9 
0:63//H0M0 SAPIENS (HUMAN) .//Q15233 

F-PLACE1000420//7,8-DIHYDRO-8-OX0GUANINE TRIPHOSPHATASE (EC 3.1.6.-) (8- 
OXO-DGTPASE) . //4 . 7e-07 : 134 : 29//MUS MUSCULUS (MOUSE) . //P53368 
F-PLACE1000421//HYPOTHETICAL 8.8 KD PROTEIN C11D3.01C IN CHROMOSOME I.// 
0.48:72:27//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q10080 
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F-PLACE1000424 
F-PLACE1000435 

F-PLACE1000444//!!!! ALU SUBFAMILY SX WARNING. ENTRY !!! !//2.0e-31: 129:63 
//HOMO SAPIENS (HUMAN) .//P391 95 

F-PLACE1000453//PROTEIN Q300.//0.013:16:68//MUS MUSCULUS (MOUSE) . //Q0272 
2 

F-PLACE1000481//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//0. 14:63: 36//H0M0 
SAPIENS (HUMAN). //P08547 

F-PLACE1000492//BASP1 PROTEIN. //O. 17: 114: 28//H0M0 SAPIENS (HUMAN) .//P807 
23. 

F-PLACEl 000540 

F-PLACE1000547//MANNOSE-1-PHOSPHATE GUANYLTRANSFERASE (EC 2.7.7.13) (ATP. 
-MANNOSE-1- PHOSPHATE GUANYLYLTRANSFERASE) (NDP-HEXOSE PYROPHOSPHORYLASE 
).//1.8e-21:87:56//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P41940 
F-PLACE1000562//HYPOTHETICAL PROTEIN MJ0562.//1.0:35:34//METHAN0C0CCUS J 
ANNASCHII.//Q57982 

F-PLACE1000564//ADRENAL SPECIFIC 30 KD PROTEIN (CLONE PG2) .//O. 13:66:37/ 
/HOMO SAPIENS (HUMAN) .//P15803 

F-PLACE1000583//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFl).//7.0e 
-45 :l 92 :47//H0M0 SAPIENS (HUMAN). //P51522 

F-PLACE1000588//INTERFERON-INDUCED GUANYLATE-BINDING PROTEIN 1 (GUANINE 
NUCLEOTIDE- BINDING PROTEIN 1) .//5.3e-63: 122:88//H0M0 SAPIENS (HUMAN).// 
P32455 

F-PLACEl 000596//R I NG CANAL PROTEIN (KELCH PROTEIN) .//2.6e-12: 120: 38//DR0 
SOPHILA MELANOGASTER (FRUIT FLY) . //Q04652 

F-PLACE1000599//EARLY E3B 12.7 KD PROTEIN PRECURSOR. //O. 83: 53 :32//HUMAN 

ADENOVIRUS TYPE 12.//P36707 

F-PLACE1000610 

F-PLACE1000611//HYPOTHETICAL 33.6 KD PROTEIN IN MCK1-RPS19B INTERGENIC R 
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EGION.//9.4e-07:64:28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P48558 
F-PLACE1000636//MALE STERILITY PROTEIN 2.//3.7e-09:83:43//ARABID0PSIS TH 
ALIANA (MOUSE-EAR CRESS) . //Q08891 

F-PLACE1000653//PUTATIVE PHOSPHOACETYLGLUCOSAMINE MUTASE (EC 5.4.2.3) (A 
CETYLGLUCOSAMINE PHOSPHOMUTASE) (N-ACETYLGLUCOSAMINE-PHOSPHATE MUTASE)./ 
/1.9e-30:203:41//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q09687 
F-PLACE1000656//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOP 
ROTEIN).//0.0029:75:33//NICOTIANA TABACUM (COMMON TOBACCO) . //P13983 
F-PLACE1000706//TRANSCRIPTION INTERMEDIARY FACTOR 1-BETA (NUCLEAR COREPR 
ESSOR KAP-1) (KRAB-ASSOCIATED PROTEIN 1) .//I. le-38: 180:42//HOMO SAPIENS 
(HUMAN). //Q13263 

F-PLACE1000712//VERY HYPOTHETICAL 8.9 KD PROTEIN CY441.05 PRECURSOR. //O. 

93 : 49 : 34//MYC0BACTERI UM TUBERCULOSI S . //P71 934 
F-PLACE1000716 

F-PLACE1000748//HYP0THETICAL 10.4 KD PROTEIN IN SPAT 3' REGION (ORF-11)./ 
/0.90:53:37//SHIGELLA FLEXNERI.//P55794 

F-PLACE1000749//HYPOTHETICAL PROTEIN MG148.//0. 0014: 142: 27/ /MYCOPLASMA G 
ENITALIUM.//P47394 

F-PLACE1000755//HYPOTHETICAL HELICASE K12H4.8 IN CHROMOSOME III.//l.le-l 
5:98:48//CAEN0RHABDlTIS ELEGANS.//P34529 . . . . . . 

F-PLACE1000769//VIGILIN . //O . 51 : 60 : 33//GALLUS GALLUS (CHICKEN) . //P81021 
F-PLACE1000785//PROBABLE COLD SHOCK PROTEIN CY15C10.04.//1.0:22:45//MYCO 
BACTERIUM TUBERCULOSIS. //006360 

F-PLACE1000786//HYPOTHETICAL 30.2 KD PROTEIN ZK632.12 IN CHROMOSOME III. 
Ill . 6e-38 : 159 : 51 //CAENORHABDITI S ELEGANS . //P34657 

F-PLACE1000793//VASODILATOR-STIMULATED PHOSPHOPROTEIN (VASP) .//O. 0097: 12 
8:30//H0MO SAPIENS (HUMAN) .//P50552 

F-PLACEl 000798//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//9.4e-07:47:61// 
HOMO SAPIENS (HUMAN) .//P39188 
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F-PLACE1OO0841 

F-PLACE1000849//ELAV PROTEIN.//3.5e-05: 140:35//DROSOPHILA VIRILIS (FRUIT 
FLY).//P23241 

F-PLACE1000856//HYPOTHETICAL PROTEIN MJ0008.//0.95: 100:23//METHANOCOCCUS 

JANNASCHII.//Q60319 
F-PLACE1000863//PUTATIVE MITOCHONDRIAL 40S RIBOSOMAL PROTEIN YHR148W.//2 
.3e-46:172:54//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P32899 
F-PLACE1000909//ANKYRIN R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE ANKYRIN)./ 
/O. 00022: 105:35//H0MO SAPIENS (HUMAN) . //P16157 

F-PLACE1000931//KILLER TOXIN HM-1.//0.95:24:33//WILLIOPSIS MRAKII (YEAST 
) (HANSENULA MRAKII) .//P10410 

F-PLACE1000948//SL CYTOKINE PRECURSOR (FLT3 LIGAND) .//O. 97:52 :40//HOMO S 
APIENS (HUMAN).//P49771 

F-PLACE1000972//MYOSIN ID HEAVY CHAIN.//1.9e-06:79:43//DICTYOSTELIUM DIS 
COIDEUM (SLIME MOLD). //P34109 

F-PLACE1000977//HYPOTHETICAL 94.2 KD PROTEIN C38D4.5 IN CHROMOSOME III./ 
/2.5e-23:105:41//CAEN0RHABDITIS ELEGANS;//P46941 

F-PLACE1000979//ZINC FINGER PROTEIN 7 (ZINC FINGER PROTEIN K0X4) (ZINC F 
INGER PROTEIN HF.16) .//O. 91:83 :30//HOMO SAPIENS (HUMAN) .//P17097 
F-PLACEi000987/7HYP0THETlCAL 111.5 KD PROTEIN C22G7.02 IN CHROMOSOME I./ 
/0.10:128:24//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q09796 
F-PLACEIOOIOOO 

F-PLACE1001007//ZYXIN.//2.2e-05:135:3d//GALLUS GALLUS (CHICKEN) .//Q04584 

F-PLACE1001010//BETA-1 BUNGAROTOXIN B CHAIN, MAJOR COMPONENT PRECURSOR ( 

BUNGAROTOXIN, Bl CHAIN) .//1.0:30:40//BUNGARUS MULTICINCTUS (MANY-BANDED 

KRAIT).//P00987 

F-PLACE1001015 

F-PLACE1001024 

F-PLACE1001036 
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F-PLACE1001054//HOLOTRICIN 3 PRECURSOR. //O. 0044: 56 :39//H0L0TRICHI A DIOMP 
HALIA.//Q25055 

F-PLACE1001062//SACCHAROPINE DEHYDROGENASE [NADP+, L-GLUTAMATE FORMING] 
(EC 1.5.1. 10). //O. 0013: 38: 52//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST)./ 

/P38999 

F-PLACE1001076 

F-PLACE1001088//EARLY NODULIN 75 (N-75) (NGM-75) (FRAGMENT) .//O. 95: 32: 50 
//MEDICAGO SATIVA (ALFALFA) .//PI 1728 

F-PLACE1001092//HYPOTHETICAL 49.0 KD PROTEIN IN NSP1-KAR2 INTERGENIC REG 
ION.//0.0026:81:35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P47057 
F-PLACE1001104//HYPOTHETICAL 131.5 KD PROTEIN C02F12.7 IN CHROMOSOME X./ 
/O . 00063 : 125 : 32//CAEN0RHABD I T I S ELEGANS . //Ql 1 1 02 

F-PLACE1001118//ZINC FINGER PROTEIN MLZ-4 (ZINC FINGER PROTEIN 46). //2. 6 
e-77:209:63//MUS MUSCULUS (MOUSE) . //Q03309 

F-PLACE1001136//ALPHA-N-ACETYLGALACTOSAMINIDASE PRECURSOR (EC 3.2.1.49) 
(ALPHA- GALACTOSiDASE B) .//0.99:107:30//HOMO SAPIENS (HUMAN) . //P17050 
F-PLACE1001168 

F-PLACE1001171//RETROVIRUS-RELATED POL POLYPROTEIN (FRAGMENT) .//O. 00012: 
37:59//H0M0 SAPIENS (HUMAN) . //P12895 

F-PLA'CEr001185//HYPOTHETICAL 56.6 KD PROTEIN IN URE2-SSU72 INTERGENrG RE - 
GI0N.//3.6e-12:88:36//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P53867 
F-PLACE1001238 

F-PLACE1001241//METALLOTHIONEIN B (MTB) (FRAGMENT) .//O. 13:30 :53//C0LINUS 

VIRGINIANUS (BOBWHITE QUAIL) (COMMON BOBWHITE) .//P27087 
F-PLACE1001257//RING CANAL PROTEIN (KELCH PROTEIN) .//4.1e-24: 125: 46//DR0 
SOPH I LA MELANOGASTER (FRUIT FLY) .//Q04652 

F-PLACE1001272//HYPOTHETICAL PROTEIN IN KSGA 3' REGION (ORF L5) (FRAGMENT 
) .//1.0:24:45//MYC0PLASMA CAPRICOLUM.//P43040 

F-PLACE1001279//CYTOTOXIN 3 (CYTOTOXIN V-I 1-3) .//O. 98:31 :41//NAJA MOSSAM 
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BICA (MOZAMBIQUE COBRA) .//P01470 

F-PLACE1001280//PROCOLLAGEN ALPHA 1(11) CHAIN PRECURSOR [CONTAINS: CHOND 
ROCALCIN] .//O. 0051: 156: 32//MUS MUSCULUS (MOUSE) . //P28481 
F-PLACE1001294//GAMETOGENESIS EXPRESSED PROTEIN GEG-154.//3.7e-56: 109:93 

//MUS MUSCULUS (MOUSE) . //P50636 

F-PLACE1001304//ZINC FINGER PROTEIN 35 (ZFP-35) . //3.2e-30:75:57//MUS MUS 
CULUS (MOUSE). //P15620 

F-PLACE1001311//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//2.7e-31:66:66/ 

/HOMO SAPIENS (HUMAN) .//P39189 
F-PLACE1001323 

F-PLACE1001351//REV PROTEIN (ANTI-REPRESSION TRANSACTIVATOR PROTEIN) (AR 
T/TRS).//0.11:66:27//SIMIAN IMMUNODEFICIENCY VIRUS (AGM155 ISOLATE) (SIV 
-AGM).//P27971 

F-PLACE1001366//SH0RT NEUROTOXIN 2 (TOXIN CM-14) (TOXIN V-N-I2) .//0.070: 
18:33/ /NAJA HAJE ANNULIFERA (BANDED EGYPTIAN COBRA) .//PC 1422 
F-PLACE1001377//DISINTEGRIN TRIGRAMIN BETA (PLATELET AGGREGATION ACTIVAT 
ION INHIBITOR) .//4.9e-06: 50: 46//TRIMERESURUS GRAMINEUS (INDIAN GREEN TRE 
E VIPER) (GREEN HABU SNAKE) .//P17495 

F-PLACE1001383//M PROTEIN, SEROTYPE 49 PRECURSOR. //O. 080: 136: 24//STREPT0 

COCCUS PYOGENES. //P16947 - - 

F-PLACE1001384 

F-PLACE1001387//EPIDERMAL GROWTH FACTOR RECEPTOR KINASE SUBSTRATE EPS8,/ 
/1.9e-22:l42:39//H0M0 SAPIENS (HUMAN) .//Q12929 

F-PLACE1001395//HYPOTHETICAL 8.5 KD PROTEIN IN ASIA-MOTA INTERGENIC REGI 
ON.//0.98:67:34//BACTERIOPHAGE T4.//P22917 

F-PLACE1001399//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//3. le-32:47:74/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-PLACE1001412//GLYCOPHORIN C (PAS-2' ) (GLYCOPROTEIN BETA) (GLPC) (GLYCO . 
CONNECTIN) (SIALOGLYCOPROTEIN D) (GLYCOPHORIN D) (GPD) .//O. 00021: 125:36/ 
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/HOMO SAPIENS (HUMAN) . //P04921 

F-PLACE1001414//CHYMOTRYPSIN/ELASTASE ISOINHIBITORS 2 TO 5. //O. 99:37:35/ 
/ASCARIS SUUM (PIG ROUNDWORM) (ASCARIS LUMBRICOIDES) .//P07852 
• F-PLACE1001440//PROLINE-RICH PEPTIDE P-B.//0.35: 16:50//HOMO SAPIENS (HUM 
AN).//P02814 

F-PLACE1001456//RELAXIN.//0.48:38:36//BALAENOPTERA ACUTOROSTRATA (MINKE 
WHALE) (LESSER RORQUAL). //PI 1184 

F-PLACE1001468//HYPOTHETICAL PROTEIN MJ0602.//0.10:86:32//METHAM0C0CCUS 
JANNASCHII.//Q58019 

F-PLACE1001484//HYPOTHETICAL 7.5 KD PROTEIN IN DNAC-RPLI . INTERGENIC REGI 
ON. //I . 0: 47: 34//BACILLUS SUBTILIS. //P37480 

F-PLACE1001502//COLLAGEN 1(X) CHAIN PRECURSOR. //O. 00029: 118: 34//B0S TAUR 
US (BOVINE). //P23206 

F-PLACE1001503//HYPOTHETICAL 77.3 KD PROTEIN T05G5.8 IN CHROMOSOME III./ 
/2.2e.-07: 107:30//CAENORHABDITIS ELEGANS.//P34561 

F-PLACE1001517//SMALL PROTEIN INHIBITOR OF INSECT ALPHA-AMYLASES 2 (SI A 
LPHA-2).//0.56:22:45//SORGHUM BICOLOR MILO (SORGHUM) .//P21924 
F-PLACE1001534//PUTATIVE GENE PROTEIN 54.// 0.43: 44: 40 //BACTERIOPHAGE SPO 
1.//048408 

- F-PLACE IOO 15-45//HYP0THET iCAL "7 . 9 KD" PROTEI N-I N - CELF-K ATE T NTERGEN I C- REG J- 

ON . //O . 99 : 70 : 32//ESCHER ICH I A COL I . //P37795 

F-PLACE1001551//CHLOROPLAST SOS RIBOSOMAL PROTEIN L32.//1.0:66:28//MARCH 
ANTIA POLYMORPHA (LIVERWORT) .//P12196 

F-PLACE1001570//SYNAPTONEMAL COMPLEX PROTEIN 1 (SCP-1 PROTEIN) .//O. 024: 1 
20:27//HOMO SAPIENS (HUMAN) .//Q15431 

F-PLACE1001602//CCR4-ASSOCIATED FACTOR 1 (CAFl) .//I. le-30:90:78//MUS MUS 
CULUS (MOUSE). //Q60809 

F-PLACE1001603//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP25) (FRA 
GMENT).//0.054:77:33//RATTUS NORVEGICUS (RAT) .//P10164 
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F-PLACE1001608 

F-PLACE1001610//PROBABLE E4 PROTEIN. //O. 90: 58 :29//HUMAN PAPILLOMAVIRUS T 
YPE 28.//P51896 

F-PLACE1001611//METALLOTHIONEIN-IG (MT-IG) .//O. 35:30 :40//H0M0 SAPIENS (H 

UMAN).//P13640 

F-PLACE1001632//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//3.6e 
-28:144:43//H0M0 SAPIENS (HUMAN) .//P51523 

F-PLACE1001634//PHOTOSYSTEM II REACTION CENTRE N PROTEIN. //I. 0: 36 :41//CY 
ANIDIUM CALDARIUM (GALDIERIA SULPHURARIA) . //019926 
^ F-PLACE1001640//TAT PROTEIN (TRANSACT I VAT I NG REGULATORY PROTEIN) .//O. 24: 
47:38//HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (NDK ISOLATE) (HIV-1) .//P1880 
4 

F-PLACE1001672//! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.0:27:66//HOMO 

SAPIENS (HUMAN). //P39188 
F-PLACE1001691//HYPOTHETICAL 15.5 KD PROTEIN IN PIK1-P0L2 INTERGENIC REG 
ION.//0.40:81:33//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53842 
F-PLACE1001692//S-ACYL FATTY ACID SYNTHASE THIOESTERASE, MEDIUM CHAIN (E 
C 3,1.2.14) (THIOESTERASE II) .//8.3e-41:103:55//RATTUS NORVEGICUS (RAT). 
//P08635 

m 

F-PLACE1001705 .- 
F-PLACE1001716//HYPOTHETICAL 138.5 KD PROTEIN C17H9.01 IN CHROMOSOME I./ 
/6.1e-07:157:29//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//013798 
F-PLACE1001720 

F-PLACE1001729//PR0LINE-RICH PROTEIN MP-3 (FRAGMENT) .//6.5e-05: 196: 32//M 
US MUSCULUS (MOUSE). //P05143 

F-PLACE1001739//NEUROFILAMENT TRIPLET M PROTEIN (160 KD NEUROFILAMENT PR 
OTEIN) (NF-M).//0. 00050: 213 :23//RATTUS NORVEGICUS (RAT) .//P12839 
F-PLACE1001740//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.4e-17:90:56// 
HOMO SAPIENS (HUMAN) .//P39188 
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F-PLACE1001745//HYPOTHETICAL PROTEIN KIAA0125.//0.96:38:36//HOMO SAPIENS 
(HUMAN). //Q14138 

F-PLACE1001746//CONGLUTIN DELTA-2 SMALL CHAIN.//0.98:23:43//LUPINUS ANGU 
STIFOLIUS (NARROW-LEAVED BLUE LUPINE) .//P09930 

F-PLACE1001748//HYPOTHETICAL 99.0 KD PROTEIN SPBC119.17.//2.9e-28:167:38 
//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //042908 

F-PLACE1001756//!!!! ALU SUBFAMILY SB WARNING ENTRY !!! !//9.2e-43: 126:77 
//HOMO SAPIENS (HUMAN) . //P39189 

F-PLACE1001761//50S RIBOSOMAL PROTEIN L35.//0.26:42:38//HELIC0BACTER PYL 
# ORI (CAMPYLOBACTER PYLORI) .//P56057 

F-PLACE1001771//TRANSIENT-RECEPTOR-POTENTIAL LIKE PR0TEIN.//4.8e-35:223: 
40//DROSOPHILA MELANOGASTER (FRUIT FLY). //P48994 

F-PLACE1001781//HYPOTHETICAL 71.1 KD PROTEIN IN DSK2-CAT8 INTERGENIC REG 
I0N.//9.5e-41:l94:46//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //Q03262 
F-PLACE1001799 
F-PLACE1001810 

F-PLACE1001817//SUCCINYL-COA LIGASE [GDP-FORMING] , BETA-CHAIN PRECURSOR 
(EC 6.2.1.4) (SUCCINYL-COA SYNTHETASE, BETA CHAIN) (SCS-BETA) . //2 . 8e-40 : 
115:61//NE0CALLIMASTIX FRONTALIS (RUMEN FUNGUS) .//P53587 

^ F-PLACE1001821- " - " 

F-PLACE1001844//IG KAPPA CHAIN V-I REGION (HAU) .//O. 59:89 :35//H0M0 SAPIE 

NS (HUMAN). //P01600 

F-PLACE1001845 

F-PLACE1001869//MPA43 PROTEIN. //3.5e-14: 153 :33//SACCHAR0MYCES CEREVISIAE 

(BAKER'S YEAST). //P53583 
F-PLACE1001897//LIGATOXIN A.//1.0:43:27//PHORADENDRON LIGA (ARGENTINE MI 
STLETOE).//P01540 

F-PLACE1001912//LONG NEUROTOXIN 2 (TOXIN C) .//0.57:44:45//ASTROTIA STOKE 
SI (STOKES'S SEA SNAKE) (DISTEIRA STOKESI) .//P01381 
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F-PLACE1001920//LATE GENES ACTIVATOR (EARLY PROTEIN GP4) (GPF) .//O. 89:75 

:29//BACTERI0PHAGE NF.//P09877 

F-PLACE1001928 

F-PLACE1001983//IMMEDIATE-EARLY PROTEIN IE180.//0.0049:5l:45//PSEUDORABI 

ES VIRUS (STRAIN KAPLAN) (PRV) . //P33479 

F-PLACE1001989//PUTATIVE AMIDASE (EC 3.5.1.4) .//8.9e-08: 125: 36//M0RAXELL 

A CATARRHALIS.//Q49091 

F-PLACE1002004 

F-PLACE1002046//LIGATIN (FRAGMENT) .//I. 6e-84: 191 :84//MUS MUSCULUS (MOUSE 
# ).//Q61211 

F-PLACEl 002052 
F-PLACE1002066 

F-PLACE1002072//ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR. //O. 16 
:77:31//ARABID0PSIS THALIANA (MOUSE-EAR CRESS) .//P40602 
F-PLACE1002073//HYPOTHETICAL 118.2 KD PROTEIN F43C1.1 IN CHROMOSOME III. 
//4. Oe-11 : 174: 28//CAEN0RHABDITIS ELEGANS. //Q09564 

F-PLACE1002090//SIGNAL RECOGNITION PARTICLE 72 KD PROTEIN (SRP72) .//2.8e 
-57:112:99//H0M0 SAPIENS (HUMAN) . //076094 

F-PLACE1002115//P8 MTCP-1 PROTEIN (MATURE T-CELL PROLIFERATION-1 TYPE A) 

/MTPP-r TVPP- 4\ /PRMTPPI ) //r n rdP: ?«0 / /MlIS-MUSf HT ITS f MOHSFV. / /QfiT90«- 
F-PLACE1002119//T-LYMPHOCYTE ACTIVATED PROTEIN (CYCLOHEXIM IDE-INDUCED) ( 
CHXl) (IMMEDIATE EARLY RESPONSE 2 PROTEIN) .//2.7e-ll: 118:36//MUS MUSCULU 
S (MOUSE). //P17950 

F-PLACE1002140//HYPOTHETICAL 12.3 KD PROTEIN IN MOBL 3' REGION (ORF 4).// 

0.0086:39:46//THIOBACILLUS FERROOXIDANS.//P20088 

F-PLACE1002150 

F-PLACE1002157//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//2.4e-34:56:82/ 
/HOMO SAPIENS (HUMAN) . //P39189 

F-PLACE1002163//NEUROTOXIN 1.//1.0:17:52//CENTRUROIDES SCULPTURATUS (BAR 
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K SCORPION).//P01492 
F-PLACE1002170 

F-PLACE1002171//TRANSCRIPTI0N REGULATORY PROTEIN SWI3 (SWI/SNF COMPLEX C 
OMPONENT SWI3) (TRANSCRIPTION FACTOR TYE2) .//O. 00023: 179: 23//SACCHAR0MYC 

ES GEREVISIAE (BAKER'S YEAST) .//P32591 

F-PLACE1002205//HYPOTHETICAL 13.5 KD PROTEIN IN MOBl-SGAl INTERGENIC REG 
ION.//0.77:2l:47//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P40490 
F-PLACE1002213//HISTONE H4 (FRAGMENT) .//O. 62:31 :32//BLEPHARISMA JAPONICU 
M.//P80738 

F-PLACE1002227//HYPOTHETICAL 7.9 KD PROTEIN IN FIXW 5' REGION. 7/0.41:49:3 
6//RHIZ0BIUM LEGUMINOSARUM.//P14310 

F-PLACE1002256//CYTOCHROME B (EC 1. 10.2.2) .//O. 61:95 :29//CAEN0RHABDITIS 

ELEGANS.//P24890 

F-PLACE1002259//HYPOTHETICAL 9.2 KD PROTEIN IN SPS1-QCR7 INTERGENIC REGI 
ON.//0.99:22:45//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P56508 
F-PLACE1002319//HYPOTHETICAL 56.6 KD PROTEIN IN URE2-SSU72 INTERGENIC RE 
GION.//0.9l:18:72//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P53867 
F-PLACE1002342//HYPOTHETICAL PROTEIN C16.//1.0:53:32//SWINEPOX VIRUS (ST 
RAIN KASZA) (SPV) .//P32219 

F-PLACE1002395//CIRCUMSPOROZOITE PROTEIN PRECURSOR (GS).//5.4e^05:m 
//PLASMODIUM VIVAX.//P08677 

F-PLACE1002399 

F-PLACE1002433//DYNACTIN, 150 KD ISOFORM (150 KD DYNE IN-ASSOCIATED POLYP 
EPTIDE) (DP-150) (DAP-150) (P150-GLUED) .//O. 00094: 182: 25//RATTUS NORVEGI 
CUS (RAT).//P28023 

F-PLACE1002437//ATP-BINDING CASSETTE TRANSPORTER l.//4.5e-19:62:77//MUS 
MUSCULUS (MOUSE). //P41233 

F-PLACE1002438//HYPOTHETICAL 141.5 KD ZINC FINGER PROTEIN IN TUB1-CPR3 I 
NTERGENIC REGION. //0.014:63:34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 
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.//Q04545 

F-PLACE1002450//OOCYTE ZINC FINGER PROTEIN XLC0F6 (FRAGMENT) .//3.9e-28: 1 
59:38//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) . //P18749 

F-PLACE1002465//LARIAT DEBRANCHING ENZYME (EC 3.1.-.-) .//O. 0014:148:28// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //013765 

F-PLACE1002474//FIBRILLIN 2 PRECURSOR. //2. le-24:203:33//MUS MUSCULUS (MO 
USE).//Q61555 

F-PLACE1002477//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//0. 15:65:41//H0 
MO SAPIENS (HUMAN). //P39193 

F-PLACE1002493//SEMENOGELIN II PRECURSOR (SGII) .//1.0:72:31//MACACA MULA 
TTA (RHESUS MACAQUE) .//Q95 196 

F-PLACE1002499//HYPOTHETICAL 39.3 KD PROTEIN C02B8.6 IN CHROMOSOME X.//2 
. 9e-ll : 67 : 35/ /CAENORHABD I T I S ELEGANS . //Ql 1 096 

F-PLACE1002500//COBALT-ZINC-CADMIUM RESISTANCE PROTEIN CZCD (CATION EFFL 
UX SYSTEM PROTEIN CZCD) .//8.4e-ll: 143: 32//ALCALIGENES EUTR0PHUS.//P13512 
F-PLACE1002514//HYPOTHETICAL 8.1 KD PROTEIN IN SPEA-METK INTERGENIC REGI 
ON (071).//1.0:15:60//ESCHERICHIA COLI .//P46878 
F-PLACE1002529 

F-PLACE1002532//HOMEOBOX PROTEIN DLX-5.//l,le-76:l83:81//MUS MUSCULUS (M 
OUSE) .//P70396 " " ■ 

F-PLACE1002537// ! ! ! ! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//2.6e-18:51:86/ 

/HOMO SAPIENS (HUMAN) . //P39195 

F-PLACE1002571//ACTIN-LIKE PROTEIN 13E.//6.0e-56:l40:47//DROSOPHILA MELA 

NOGASTER (FRUIT FLY) . //P45890 

F-PLACE1002578 

F-PLACE1002583 

F-PLACE1002591//C0R0NIN-LIKE PROTEIN P57.//5.5e-26:78:69//B0S TAURUS (BO 

VINE).//Q92176 

F-PLACEl 002598 
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F-PLACE1002604 

F-PLACE1002625//HYPOTHETICAL 180.2 KD PROTEIN IN FAA4-H0R7 INTERGENIC RE 
GION.//6.4e-08:l93:23//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//Q04781 
F-PLACE1002655//ADSEVERIN (GELSOL IN-LIKE PROTEIN) .//7.1e-100: 210: 89//MUS 

MUSCULUS (MOUSE). //Q60604 
F-PLACE1002665//MOBILIZATION PROTEIN MOBS.//0.35:60:30//THIOBACILLUS FER 
ROOXIDANS.//P20086 

F-PLACE1002885//ACTIN BINDING PROTEIN. //0.052:115:29//SACCHAROMYCES EXIG 
UUS (YEAST). //P38479 

F-PLACE1002714//CIS-GOLGI MATRIX PROTEIN GM130.//1.8e-06:214:30//RATTUS 
NORVEGICUS (RAT).//Q62839 

F-PLACE1002722//THROMBIN RECEPTOR PRECURSOR. //2.0e-19: 134 :38//XEN0PUS LA 
EVIS (AFRICAN CLAWED FROG). //P47749 

F-PLACE1002768//FOLLICLE STIMULATING HORMONE RECEPTOR PRECURSOR (FSH-R) 
(FOLLITROPIN RECEPTOR) (FRAGMENT) .//O. 43:40 :35//MUS MUSCULUS (MOUSE). //P 
35378 

F-PLACE1002772 

F-PLACE1002775//CENTROMERE/MICROTUBULE BINDING PROTEIN CBF5 (CENTROMERE- 
BINDING FACTOR 5) (NUCLEOLAR PROTEIN CBF5) .//4.8e-07:96:29//SCHIZOSACCHA 
^' ROMYCES POMBE (FISSION YEAST)'. /7014007 

F-PLACE1002782//COBALT-ZINC-CADMIUM RESISTANCE PROTEIN CZCD (CATION EFFL 
UX SYSTEM PROTEIN CZCD) .//l.le-07: 114:35//ALCALIGENES EUTR0PHUS.//P13512 
F-PLACE1002794//CUTICLE COLLAGEN 12 PRECURSOR. //O. 0068: 98 :39//CAEN0RHABD 
ITIS ELEGANS.//P20630 

F-PLACE1002811//CYCLIN-DEPENDENT KINASE 6 INHIBITOR (P18-INK6) (CYCLIN-D 
EPENDENT KINASE 4 INHIBITOR C) (P18-INK4C) .//I. le-09: 137:34//MUS MUSCULU 
S (MOUSE). //Q60772 

F-PLACE1002815//C-HORDEIN (CLONE PC HORl-3) (FRAGMENT) .//O. 46:35 :42//H0R 
DEUM VULGARE (BARLEY) .//P17991 
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F-PLACE1002816//HYPOTHETICAL PROTEIN KIAA0288 (HA6116) .//1.0e-86:20l:74/ 
/HOMO SAPIENS (HUMAN) .//P56524 

F-PLACE1002834//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFl).//1.6e 
-30:54:96//HOMO SAPIENS (HUMAN) .//P51522 

F-PLACE1002839//METALLOTHIONEIN-I (MT-I) .//1.0:43:37//MUS MUSCULUS (MOUS 
E).//P02802 

F-PLACE1002851//BOWMAN-BIRK TYPE PROTEINASE INHIBITOR (VAI) .//O. 77:35:37 
//VICIA ANGUSTIFOLIA (COMMON VETCH) .//PO 1065 

F-PLACE1002853//HYPOTHETICAL 7.9 KD PROTEIN IN PE 5* REGION (ORFl) .//l.O: 
18:55//LYMANTRIA D I SPAR MULT I CAPS ID NUCLEAR POLYHEDROSIS VIRUS (LDMNPV) , 
//P36866 

F-PLACE1002881//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//4. le-27:9l:70// 

HOMO SAPIENS (HUMAN) . //P39188 

F-PLACE1002908//HYPOTHETICAL 33.8 KD PROTEIN R10E11.4 IN CHROMOSOME III. 
//2.0e-31:148:46//CAENORHABDITIS ELEGANS.//P34548 

F-PLACE1002941//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//2.6e-ll:40:85/ 
/HOMO SAPIENS (HUMAN) . //P39195 • 

F-PLACE1002962//ENDOTHELIN-1 PRECURSOR (ET-1) (FRAGMENT) .//O, 90:38:36//C 
ANIS FAMILIARIS (DOG).. //P13206 

"F-PLACE1002"968//TOXIN IV-5 PRECURSOR (TITYUSTOXTN) (FRAGMENT).// 0.97: 26: 
38//TITYUS SERRULATUS (BRAZILIAN SCORPION) .//P01496 

F-PLACE1002991//PUTATIVE AMIDASE (EC 3.5.1,4) .//3.3e-20: 120: 41 //METHANOC 
OCCUS JANNASCHII.//Q58560 

F-PLACE1002993//HYPOTHETICAL 17.8 KD PROTEIN IN SMPA-SMPB INTERGENIC REG 
ION (F158).//0.00045:93:23//ESCHERICHIA COLI .//P52121 

F-PLACE1002996//PUTATIVE REGULATORY PROTEIN TSC-22 (TGFB STIMULATED CLON 
E 22 H0MOLOG).//0.17:91:29//GALLUS GALLUS (CHICKEN) .//Q91012 
F-PLACE1003025//SUPPRESSOR PROTEIN SRP40.//0. 0079: 214: 24//SACCHAR0MYCES 
CEREVISIAE (BAKER'S YEAST) .//P32583 
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F-PLACE1003027//HYP0THETICAL 128.6 KD PROTEIN ZK1098.10 IN CHROMOSOME II 
I.//1.3e-49:167:63//CAEN0RHABDITIS ELEGANS.//P34609 

F-PLACE1003044//SPORE COAT PROTEIN D.//0. 97: 24: 45/ /BACILLUS SUBTILIS.//P 
07791 

F-PLACE1003045 
F-PLACEl 003092 

F-PLACE1003100//HEP27 PROTEIN (PROTEIN D) .//3. 9e-5 1:188 :57//H0M0 SAPIENS 

(HUMAN). //Q13268 
F-PLACE1003108 
F-PLACE1003136 

F-PLACE1003145//BUTYROPHILIN PRECURSOR (BT) .//O. 00024: 170: 24//B0S TAURUS 
(B0VINE).//P18892 

F-PLACE1003153//HUNGHBACK PROTEIN (FRAGMENT). //I. 0:32:37//LOCUSTA MIGRAT 
ORIA (MIGRATORY LOCUST) .//Q01777 

F-PLACE1003174//UBIQUITIN-CONJUGATING ENZYME E2-18 KD (EC 6.3.2.19) (UBI 
QUITIN- PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42) .//6.3e-05:54: 
38//ARABID0PSIS THALI ANA (MOUSE-EAR CRESS). //P42743 

F-PLACE1003176//HYPOTHETICAL 62.3 KD PROTEIN IN PCS60-ABD1 INTERGENIC RE 
GION.//0.24:74:36//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P38319i 
F-PLACE1003190//S0F1 PROTEIN. //I . Oe-52 : 158: 41//SACCHAR0MYCES CEREVISTAE 
(BAKER'S YEAST). //P33750 
F-PLACE1003200 

F-PLACE1003205//SPERM PROTAMINE P1.//0.074:20:45//CAENOLESTES FULIGINOSU 
S.//P42131 

F-PLACE1003238//PROBABLE G PROTEIN-COUPLED RECEPTOR KIAA0001.//0.013:20: 

55//H0M0 SAPIENS (HUMAN) . //Q15391 

F-PLACE1003249//HYPOTHETICAL PROTEIN KIAA0125.//0.98:48:37//HOMO SAPIENS 
(HUMAN). //Q14138 

F-PLACE1003256//0MEGA-CONOTOXINS GVIA, GVIB AND GVIC PRECURSOR (SHAKER P 
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EPTIDE).//G.84:53:30//CONUS GEOGRAPHUS (GEOGRAPHY CONE) .//P01522 
F-PLACE1003258//EARLY EMBRYOGENESIS ZYG-U PROTEIN. //4.1e-18:70:47//CAEN 
ORHABDITIS ELEGANS.//P21541 

F-PLACE1003296//SPECTRIN BETA CHAIN, ERYTHROCYTE. //O. 063: 160: 24//H0M0 SA 
PIENS (HUMAN). //P11277 

F-PLACE1003302//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFl).//9.4e 
-69:84:94//H0M0 SAPIENS (HUMAN) .//P5 1522 

F-PLACE1003334//NUCLEOBINDIN PRECURSOR (NUCBl) (BONE 63 KD CALCIUM-BINDI 
NG PR0TEIN).//0.029:125:24//RATTUS NORVEGICUS (RAT) .//Q63083 
F-PLACE1003342//MALE SPECIFIC SPERM PROTEIN MST84DB.//0.97:44:40//DROSOP 
HILA MELANOGASTER (FRUIT FLY).//Q01643' 

F-PLACE1003343//GENE 11 PROTEIN.//1.0:37:37//SPIROPLASMA VIRUS SPV1-R8A2 
B.//P15902 

F-PLACE1003353//SH2/SH3 ADAPTOR CRK (ADAPTER MOLECULE CRK) (CRK2) .//6.4e 
-05:69:40//XENOPUS LAEVIS (AFRICAN CLAWED FROG) . //P87378 
F-PLACE1003361//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//1.6e-23:66:75/ 
/HOMO SAPIENS (HUMAN) .//P391 92 

F-PLACE1003366//SMALL PROLINE-RICH PROTEIN 2-1.//0.62: 19:57//H0M0 SAPIEN 
S (HUMAN). //P35326 

F-PLACE1003369//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. 7/4. 3e-06 :102 : " 
42//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P32323 

F-PLACE1003373//PROTEIN Q300.//0.042:29:37//MUS MUSCULUS (MOUSE) . //Q0272 
2 

F-PLACE1003375//OLFACTORY RECEPTOR 11 (M49) (FRAGMENT) .//O. 99:46 :34//MUS 
MUSCULUS (MOUSE). //Q60890 

F-PLACE1003383 

F-PLACE1003394//RAS-RELATED PROTEIN RAB-14.//2.8e-80:166:89//RATTUS NORV 
EGICUS (RAT)..//P35287 
F-PLACEl 003401 
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F-PLACE1003420//PUTATIVE MITOCHONDRIAL CARRIER YIL006W. //8. le-17: 138:37/ 

/SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P40556 

F-PLACE1003454 

F-PLACE1003478 

F-PLACE1003493//ENDOTHELIAL CELL MULTIMERIN PRECURSOR. //3.4e-ll : 123:32// 
HOMO SAPIENS (HUMAN) .//Q13201 

F-PLACE1003516//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//1.0e-32:68:76//HO 
MO SAPIENS (HUMAN). //P08547 

F-PLACE1003519// ! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//9.2e-17:77:50// 
HOMO SAPIENS (HUMAN) .//P39188 

F-PLACE1003521//HYPOtHETICAL BAMHI-0RF9 PROTEIN. //I. 0:38:42//FO«LPOX VIR 
US (ISOLATE HP-438 [MUNICH] ).//P14366 

F-PLACE1003528//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//0.96:32:40/ 
/XENOPUS LAEVIS (AFRICAN CLAWED FROG) .//P03931 

F-PLACE1003537//CEF PROTEI N . //O . 92 : 47 : 29//BACTER lOPHAGE T4 . //QO 1436 
F-PLACE1003553 

F-PLACE1003566//HYPOTHETICAL BAMHI-0RF9 PROTEIN. //I. 0: 32 :34//F0WLPOX VIR 

US (ISOLATE HP-438 [MUNICH] ).//P14366 

F-PLACE1003575 

F-PLACE1003583//PROBABLE E5 PROTEIN. /70. 16':'64:3l77HUMAN PAPILLOMAVIRUS T 
YPE 35.//P27226 
F-PLACEl 003584 

F-PLACE1003592//EXCISIONASE.//0.26:19:52//BACTERIOPHAGE PHI-80.//P05998 
F-PLACE1003593//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//1.0:42:30// 
OVIS ARIES (SHEEP). //078751 

F-PLACE1003596//OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG . //6 . 3e-8 
7 : 238 : 67//CAEN0RHABDI T I S ELEGANS . //P46975 

F-PLACE1003602//HYPOTHETICAL 11.0 KD PROTEIN IN FAA3-MAS3 INTERGENIC REG 
I0N.//8.4e-17:98:42//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P40554 
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F-PLACE1003605//HAP5 TRANSCRIPTIONAL ACTIVATOR.//2.0e-09:82:35//SACCHARO 
MYCES CEREVISIAE (BAKER'S YEAST) .//Q02516 

F-PLACE1003611//PANCREATIC SECRETORY TRYPSIN INHIBITOR. //O. 99:32:43/ /CAN 
IS FAMILIARIS (DOG) . //P04542 

F-PLACE1003618//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //4.7e-65:229:58//H 
OMO SAPIENS (HUMAN). //P08547 

F-PLACE1003625//30S RIBOSOMAL PROTEIN S20 (FRAGMENT) .//I. 0:56: 26//PR0TEU 
S MIRABILIS.//P42275 

F-PLACE1003638//PROTEIN Q300. //O. 079:41 :39//MUS MUSCULUS (MOUSE) . //Q0272 
2 

F-PLACE1003669//TRICHOHYALIN.//2.9e-07:180:30//OVIS ARIES (SHEEP) . //P227 

93 . 

F-PLACE1003704//SPLICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICI 
NG FACTOR SRP75) .//3.3e-16:98:40//HOMO SAPIENS (HUMAN) .//Q08170 
F-PLACE1003709//HYP0THETICAL 59.5 KD PROTEIN IN CCT3-CCT8 INTERGENIC REG 
I0N.//2.8e-07:l28:27//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P47074 
F-PLACE1003711//ALPHA/BETA-GLIADIN PRECURSOR (PROLAMIN) (CLASS A-IV).//5 
.Oe-05:88:30//TRITICUM AESTIVUM (WHEAT) . //P04724 

F-PLACE1003723//TYROSINE-PROTEIN KINASE SRM (EC 2.7.1.112) (PTK70) .//6.0 
e-06:98:36//MUS MUSCnUIS (MOOSE) ,//Q62270 - . - 

F-PLACE1003738//OOCYTE ZINC FINGER PROTEIN XLC0F6 (FRAGMENT) .//2.5e-45: 1 
47:46//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) .//P18749 

F-PLACE1003760//CYTOCHROME B (EC 1.10.2.2) .//0.91:49:34//TRYPANOSOMA BRU 
CEI BRUCEI.//P00164 

F-PLACE1003762//METALLOTHIONEIN-LIKE PROTEIN TYPE 2.//0.98:28:32//MALUS 
DOMESTICA (APPLE) (MALUS SYLVESTRIS) .//024058 

F-PLACE1003768//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //8. 5e-19: 123:37//H 
OMO SAPIENS (HUMAN). //P08547 

F-PLACE1003771 
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F-PLACE1003783//SRY-RELATED PROTEIN ADW2 (FRAGMENT) .//I. 0:29:37//ALLIGAT 
OR MISSISSIPPIENSIS (AMERICAN ALLIGATOR) .//P40634 

F-FLACE1003784//HYPOTHETICAL 98.1 KD PROTEIN IN SPX19-GCR2 INTERGENIC RE 
GI0N.//1.2e-13:199:28//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P40 164 
F-PLACE1003795//EC PROTEIN I/II (ZINC-METALLOTHIONEIN CLASS II). //O. 67:5 
3:30//TRITICUM AESTIVUM (WHEAT) . //P30569 . 

F-PLACE1003833//METHI0NYL-TRNA FORMYLTRANSFERASE (EC 2. 1.2.9) .//O. 99: 158 
:28//THERMUS AQUATICUS (SUBSP. THERMOPHILUS) .//P43523 

F-PLACE1003850 

F-PLACE1003858//HUNCHBACK PROTEIN (FRAGMENT) .//0.37:28:42//LITH0BIUS FOR 
FICATUS.//Q02030 

F-PLACE1003864//OUTER MEMBRANE LIPOPROTEIN LOLB PRECURSOR. //O. 0046: 116:3 
1//ACTIN0BACILLUS ACTINOMYCETEMCOMITANS (HAEMOPHILUS ACTINOMYCETEMCOMITA 
NS).//052727 
F-PLACEl 003870 

F-PLACE1003885//POLY(A) POLYMERASE (EC 2.7.7.19) (PAP) (POLYNUCLEOTIDE A 
DENYLYLTRANSFERASE) (FRAGMENT) !//1.6e-92:166:75//H0M0 SAPIENS (HUMAN).// 
P51003 

F-PLACEl 003886// I MMED I ATE-EARLY PROTE IN I E180 . //O . 54 : 96 : 34//PSEUD0RAB lES 

VIRUS (STRAIN INDIANA-FUNKHAUSER / BECKER) (PRV) .//P11675 
F-PLACE1003888//l-PHOSPHATIDYLIN0SITOL-4,5-BISPHOSPHATE PHOSPHODIESTERAS 
E DELTA 1 (EC 3,1.4.11) (PLC-DELTA-l) (PHOSPHOLIPASE C-DELTA-1) (PLC-III 
) (FRAGMENT). //8.8e-54: 260 :46//B0S TAURUS (BOVINE) .//PI 0895 
F-PLACE1003892//PROBABLE E5 PROTEIN. //I. 0: 13:61//HUMAN PAPILLOMAVIRUS TY 
PE 18.//P06792 

F-PLACE1003900//BETA-FRUCTOFURANOSIDASE, SOLUBLE ISOENZYME I (EC 3.2.1.2 
6) (SUCROSE-6- PHOSPHATE HYDROLASE) (INVERTASE) (FRAGMENTS) .//O. 58: 49: 36 
//DAUCUS CAROTA (CARROT) . //P80065 

F-PLACEl 003903//CTP SYNTHASE (EC 6.3.4.2) (UTP~AMMONIA LIGASE) (CTP SYN 
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THETASE). //3.8e-52: 92 :85//H0M0 SAPIENS (HUMAN) .//P17812 
F-PLACE1003915//PROBABLE ARGINYL-TRNA SYNTHETASE, CYTOPLASMIC (EC 6.1.1. 
19) (ARGININE- -TRNA LIGASE) (ARGRS) .//2.6e-26:202:36//SACCHAR0MYCES CER 
EVISIAE (BAKER'S YEAST) . //Q05506 

F-PLACE1003923//HISTIDYL-TRNA SYNTHETASE (EC 6.1.1.21) (HISTIDINE— TRNA 
LIGASE) (HISRS).//0.94:65:29//STREPTOCOCCUS EQUISIMILIS.//P30053 
F-PLACE1003932//HYPOTHETICAL 17.3 KD PROTEIN IN SEC15-SAP4 INTERGENIC RE 
GION.//0.098:79:31//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P53074 

F-PLACE1003g36 

© F-PLACE1003968//5' -AMP-ACTIVATED PROTEIN KINASE, GAMMA-1 SUBUNIT (AMPK G 
AMMA-1 CHAIN). //4.7e-68: 184:78//RATTUS NORVEGICUS (RAT) . //P80385 
F-PLACE1004103//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//1.9e-14:60:73/ 

/HOMO SAPIENS (HUMAN) .//P39192 

F-PLACE1004104//EXOCYST COMPLEX COMPONENT SEC5.//0.020:202:20//SACCHAROM 
YCES CEREVISIAE (BAKER'S YEAST) .//P891 02 

F-PLACE1004114//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2. le-15:69:60// 
HOMO SAPIENS (HUMAN) . //P39188 

F-PLACE1004118//REGULATORY PROTEIN E2.//0.73:58:36//CANINE ORAL PAPILLOM 
AVIRUS (COPV).//Q89420 

- F-PLACE1004128//GUANrNE NUCLEOTTDE-BTNDTNG PROTETN^BETA" SUBUNIT 4 (TRANS 

DUCIN BETA CHAIN 4) .//7.7e-62: 108: 100//MUS MUSCULUS (MOUSE) . //P29387 
F-PLACE1004149//PROBABLE NUCLEAR ANTIGEN. //O. 0011: 73: 42//PSEUD0RABIES VI 
RUS (STRAIN KAPLAN) (PRV) . //P33485 

F-PLACE1004156//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT) .//O. 00061:3 
9:48//0WENIA FUSIFORMIS.//P21260 

F-PLACE1004161//PLASMINOGEN-BINDING PROTEIN PAM PRECURSOR (FRAGMENT) .//O 
.033:1 08 :27//STREPT0C0CCUS PYOGENES. //P49054 

F-PLACE1004183//HYPOTHETICAL 64.3 KD PROTEIN IN CDC12-ERP5 INTERGENIC RE 
GION.//4.0e-07:146:35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P38817 



2 4 7 4 



aJiE# 2002-3046780 



#2000—183767 



F-PLACE1004197//BUTYROPHILIN PRECURSOR (BT) .//5.9e-l 1:208 :27//MUS MUSCUL 
US (MOUSE). //Q62556 

F-PLACE1004203//PROTEIN A39.//8.5e-18: 139:33//VACCINIA VIRUS (STRAIN COP 
ENHAGEN).//P21062 

F-PLACE1004242//PHOTOSYSTEM II REACTION CENTRE J PROTEIN. //I. 0:28:42//PI 
SUM SATIVUM (GARDEN PEA) .//P13555 

F-PLACE1004256//MYOSIN HEAVY CHAIN D (MHC D) .//0.73:134:25//CAENORHABDIT 
IS ELEGANS.//P02567 

F-PLACE1004257//HYPOTHETICAL PROTEIN HI0490.//0.13:75:29//HAEMOPHILUS IN 
^ FLUENZAE.//P44006 

F-PLACE1004258//COLLAGEN ALPHA 2 (VI I I) CHAIN (ENDOTHELIAL COLLAGEN) (FRA 
GHENT). //0.027:128:35//HOMO SAPIENS (HUMAN). //P25067 

F-PLACE1004270//LARGE TEGUMENT PROTEIN. //I .8e-10: 100: 44//EPSTEIN-BARR VI 
RUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03186 

F-PLACE1004274//HYPOTHETICAL PROTEIN E-95.//0.44:61:42//HUMAN ADENOVIRUS 
TYPE 2.//P03286 

F-PLACE1004277//COLLAGEN ALPHA 1 (XI I) CHAIN (FRAGMENTS) .//0. 0013:55:38// 
BOS TAURUS (B0VINE).//P25508 

F-PLACE1004284//7 KD PROTEIN (ORF 4) .//1.0:63:23//CHRYSANTHEMUM VIRUS B 
# — (GVB).//P379go ---- - — --— 

F-PLACE1004289//SPERM PROTAMINE P3.//0. 00057: 22 :77//MUS MUSCULUS (MOUSE) 
.//Q62100 

F-PLACE1004302//SERINE/THREONINE PROTEIN KINASE AFSK (EC 2.7. 1.-) .//O.OO 
65:148:29//STREPT0MYCES C0ELIC0L0R.//P54741 

F-PLACE1004316//AUTOPHAGY PROTEIN APG5.//8.8e-06: 117:29//SACCHAR0MYCES C 
EREVISIAE (BAKER'S YEAST) .//Q12380 

F-PLACE1004336//COLLAGEN ALPHA 4(IV) CHAIN PRECURSOR. //O. 0027: 83 :36//H0M 
0 SAPIENS. (HUMAN). //P53420 

F-PLACE1004358//PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. //2.9e-05: 200: 33/ 
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/GALLUS GALLUS (CHICKEN) . //P02457 

F-PLACE1004376//AX0NEME-ASS0CIATED PROTEIN MST101(2) .//2.4e-05:l79:29//D 
ROSOPHILA HYDEI (FRUIT FLY) . //Q08696 

F-PLACEl 004384//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//! .6e-28:46:76/ 

/HOMO SAPIENS (HUMAN) .//P39 194 

F-PLACE1004388//HYP0THETICAL 75.2 KD PROTEIN IN ACS1-GCV3 INTERGENIC REG 
ION.//5.7e-34:202:37//SACCHAROMYCES.CEREVISIAE (BAKER'S YEAST) . //P39722 
F-PLACEl 004405//NEURAM I NYLLACTOSE-B I ND I NG HEMAGGLUT I N I N (N-ACETYLNEURAM I 
. NYLLACTOSE- BINDING FIBRILLAR HEMAGGLUTININ RECEPTOR-BINDING SUBUNIT) (N 
LBH) (FLAGELLAR SHEATH ADHESIN) (ADHESIN A) (FRAGMENT) .//O. 93:74 :33//HEL 
ICOBACTER ACIN0NYX.//Q47947 

F-PLACE1004425//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//0. 81:70 :42//H0 
MO SAPIENS (HUMAN) .7/P391 95 

FrPLACE1004428//PRISTANOYL-COA OXIDASE (EC 1.3.3.-) .//1.9e-31:203:39//RA 
TTUS NORVEGICUS (RAT) . //Q83448 

F-PLACE1004437//IS0CITRATE DEHYDROGENASE [NAD], MITOCHONDRIAL SUBUNIT BE 
TA PRECURSOR (EC 1.1.1.41) (ISOCITRIC DEHYDROGENASE) (NAD+-SPECIFIC ICDH 
) (FRAGMENT). //4.2e-93: 140 :100//MACACA FASCICULARIS (CRAB EATING MACAQUE 
) (CYNOMOLGUS MONKEY) . //Q28479 

F-PLACE10044S1// ! ! I ! ALU SUBFAtirLY J WARNING ENTRY ! I ! ! //O r00013: 40 : 62// — 

HOMO SAPIENS (HUMAN) .//P39188 
. F-PLACE1004460//MATERNAL TUDOR PROTEIN. //0.0066:218:23//DROSOPHILA MELAN 
OGASTER (FRUIT FLY) .//P25823 

F-PLACE1004467//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//7.8e-10:33:87/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-PLACE1004471//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFl).//7.0e 
-56:92:58//H0M0 SAPIENS (HUMAN) .//P51522 

F-PLACEl 004473//HYPOTHET I CAL 54.3 KD PROTEIN C23D3.03C IN CHROMOSOME I./ 
/0.019:136:27//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q09844 
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F-PLACE1004491//LYSIS PROTEIN.// 0.95: 53: 30 //BACTERIOPHAGE FR.//P19903 
F-PLACE1004506//AUTOIMMUNOGENIC CANCER/TESTIS ANTIGEN NY-ESO-1 (LAGE-l) . 
//0.58:66:34//HOMO SAPIENS (HUMAN) . //P78358 

F-PLACE1004510//TRANSCRIPTION INITIATION FACTOR TFIID 150 KD SUBUNIT (TA 
FII-150) (TAFII150).//3.0e-07:63:46//DROSOPHILA MELANOGASTER (FRUIT FLY) 
.//Q24325 

F-PLACE1004516//HYP0THETICAL PROTEIN 5' TO ASP-RICH AND HIS-RICH PROTEIN 
S (FRAGMENT). //O. 95: 62 :29//PLASM0D I UM FALCIPARUM (ISOLATE FCM17 / SENEGA 
L).//P14587 

^ F-PLACE1004518//METALLOTHIONEIN lO-IM (MT-IO-III) .//0.91:28:42//MYTILUS 
EDULIS (BLUE MUSSEL) .//P80248 
F-PLACE1004548//DIHYDROPYRIDINE-SENSITIVE L-TYPE, SKELETAL MUSCLE CALCIU 
M CHANNEL GAMMA SUBUNIT.//0.94:75:32//0RYCT0LAGUS CUNICULUS (RABBIT).//? 
19518 

F-PLACE1004550//CUTICLE COLLAGEN 2.//0.90: 155:31//CAEN0RHABDITIS ELEGANS 
.//P17656 

F-PLACE1004564//CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 100 KD 
SUBUNIT (CPSF 100 KD SUBUNIT) .//3.2e-70: 121: 100//B0S TAURUS (BOVINE). //Q 
10568 

^ P^pr ArFTnnA«9Q / /pROTFT N -PRFrTTR<;nT? -/ / 1 7*^-1 0:1.^9:.^^-/ /HfiMn AP TFM<; fW 

UMAN) . //Q13438 

F-PLACE1004645//TRANSCRIPTI0N INITIATION FACTOR IIB HOMOLOG (TFIIB).//0. 
00036:1 00 :30//PYROCOCCUS FURI0SUS.//Q51731 

F-PLACE1004646//PROBABLE UDP-GALACTOPYRANOSE MUTASE (EC 5.4.99.9) .//O. 91 
:58:29//KLEBSIELLA PNEUMONIAE. //Q48481 

F-PLACE1004658//GLUTAMATE [NMDA] RECEPTOR SUBUNIT EPSILON 4 PRECURSOR (N 
-METHYL D-ASPARTATE RECEPTOR SUBTYPE 2D) (NR2D) (NMDAR2D) .//0.031:134:32 
//MUS MUSCULUS (MOUSE) . //Q03391 

F-PLACE1004664//HYPOTHETICAL 180.2 KD PROTEIN IN FAA4-H0R7 INTERGENIC RE 
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GION.//0.025:125:20//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //Q04781 
F-PLACE1004672//HYPOTHETICAL 36.7 KD PROTEIN C2F7.14C IN CHROMOSOME I.// 
7.6e-52:158:56//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) . //Q09704 
F-PLACE1004674//PROBABLE CALCIUM-BINDING PROTEIN ALG-2 (PMP41) (ALG-257) 
.//1.4e-88:144:93//MUS MUSCULUS (MOUSE) .//P12815 

F-PLACE1004681//CCR4-ASS0CIATED FACTOR 1 (CAFl) .//1.0e-34:70: 100//MUS MU 
SCULUS (MOUSE). //Q60809 

F-PLACE1004686//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//3.4e-08:48:62/ 
/HOMO SAPIENS (HUMAN) . //P39192 
© F-PLACE1004691//METALLOTHIONEIN (MT) .//0.064:24:45//ARIANTA ARBUSTORUM./ 
/P55946 

F-PLACEl 004693 

F-PLACE1004716//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//1.0:27:37// 
PAN PANISCUS (PYGMY CHIMPANZEE) (BONOBO) . //Q35587 

F-PLACEl 004722//HYPOTHETICAL 61.5 KD PROTEIN IN CLA4-MID1 INTERGENIC REG 
ION.//0.95:53:33//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P48565 
F-PLACEl 004736//NEURONAL AXONAL MEMBRANE PROTEIN NAP-22.//0. 014: 163:30// 
RATTUS NORVEGICUS (RAT) .//Q05175 

F-PLACE1004740//!!!! ALU SUBFAMILY SQ WARNING ENTRY I ! ! !//1.9e-09:37:70/ 
/HOMO SAPIENS (HUMAN). //P39194 - 

F-PLACEl 004743//HYPOTHETICAL 12.6 KD PROTEIN IN ALGR3 3' REGION. //O. 99:72 
: 33//PSEUD0M0NAS AERUG I NOSA . //P2 1484 

F-PLACE100475 1 //CMP-N-ACETYLNEURAM I NATE-BETA-GALACTOSAM I DE-ALPHA-2 , 3-S I A 
LYLTRANSFERASE (EC 2.4.99.-) (BETA-GALACTOSIDE ALPHA-2,3-SIALYLTRANSFERA 
SE) (ST3GALIII) (ALPHA 2,3-ST) (GAL-NAC6S) (STZ) (SIAT4-C) (SAT-3) (ST-4 
).//2.2e-08:90:38//HOMO SAPIENS (HUMAN) .//Q11206 

F-PLACEl 004773// ANKYR IN R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE ANKYRIN)./ 
/3.2e-25:233:32//H0M0 SAPIENS (HUMAN) .//P16157 

F-PLACEl 004777//N-CH I MAER IN (NC) (N-CHIMERIN) (ALPHA CHIMERIN) (A-CHIMAE 
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RIN).//8.1e-26:210:30//RATTUS NORVEGICUS (RAT) .//P30337 
F-PLACE1004793//ENV POLYPROTEIN [CONTAINS: COAT PROTEIN GP52; COAT PROTE 
IN GP36] .//O. 00062: 106: 25//M0USE MAMMARY TUMOR VIRUS (STRAIN BR6).//P102 
59 

F-PLACE1004804 

F-PLACE1004813//HYPOTHETICAL PROTEIN UL12.//1.0:22:40//HUMAN CYTOMEGALOV 
IRUS (STRAIN AD169).//P16777 

F-PLACE1004814//HYP0THETICAL 37.0 KD PROTEIN B0495.8 IN CHROMOSOME II.// 
2 . 8e-06 : 136 : 25//CAEN0RHABD I TI S ELEGANS . //Q09217 
F-PLACEl 004815 

F-PLACE1004824//HYP0THETICAL 106.7 KD PROTEIN IN MUP1-SPR3 INTERGENIC RE 
GION.//2.3e-09:70:38//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53236 
F-PLACEl 004827/ /HYPOTHETICAL 9.4 KD PROTEIN IN FLAL 3' REGION (ORF3).//0. 
54:25:56//BACILLUS LICHENIF0RMIS.//P22754 

F-PLACE1004836//ANNEXIN VII (SYNEXIN) (FRAGMENT) .//O. 0066: 12: 66//B0S TAU 
RUS (BOVINE). //P20072 
F-PLACEl 004838 
F-PLACEl 004840 

F-PLACE1004868//MALE STERILITY PROTEIN 2.//4.0e-16: 172:30//ARABID0PSIS T 

HALIANA (MOUSE-EAR- CRESS)t//Q08891 - - — 

F-PLACE1004885 

F-PLACE1004900//MAST CELL DEGRANULATING PEPTIDE PRECURSOR (MCDP) (MCD) ( 
PEPTIDE 401).//1.0:23:47//APIS MELLIFERA (HONEYBEE) .//P01499 
F-PLACE1004902//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA HELI 
CASE SPAC10F6.02C.//7.3e-15:94:47//SCHIZOSACCHAROMYCES POMBE (FISSION YE 
AST).//042643 

F-PLACE1004913//HYP0THETICAL 7.2 KD PROTEIN IN BCSA-DEGR INTERGENIC REGI 
ON.//1.0:42:33//BACILLUS SUBTILIS.//P54165 

F-PLACE1004918//HYP0THETICAL 12.4 KD PROTEIN IN RPS21B-MRS3 INTERGENIC R 
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EGION.//0.98:50:34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P47012 
F-PLACEl 004930//HYPOTHET I GAL PROTE I N M J0562 . //O . 82 : 44 : 36//METHAN0C0CCUS 
JANNASCHII.//Q57982 
F-PLACEl 004934 

F-PLACE1004937//HYPOTHETICAL 67.1 KD TRP-ASP REPEATS CONTAINING PROTEIN 
C57A10.05C IN CHROMOSOME I .//9.0e-10:87:33//SCHIZOSAGCHAROMYCES POMBE (F 
ISSION YEAST). //P87053 

F-PLACEl 004969//HYPOTHET I CAL 55.1 KD PROTEIN B0416.5 IN CHROMOSOME X.//4 
.0e-14:184:25//CAENORHABDITIS ELEGANS. //Q11073 
# F-PLACE1004972//BROMELAIN INHIBITOR 2 (BI-II) (BROMELAIN INHIBITOR VI) ( 
BI-VI).//1.0:35:37//ANANAS COMOSUS (PINEAPPLE) .//P27478 
F-PLACEl 004979//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//5.3e-30:55:72/ 
/HOMO SAPIENS (HUMAN) . //P391 92 

F-PLACE1004982//M PROTEIN, SEROTYPE 12 PRECURSOR (FRAGMENT) .//O. 00049: 12 
4: 27//STREPT0C0CCUS PYOGENES. //PI 9401 

F-PLACEl 004985//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//1.0:26:34// 

LUMBRICUS TERRESTRIS (COMMON EARTHWORM) . //Q34942 

F-PLACE1005026//TELOMERE-BINDING PROTEIN HOMOLOG. //O . 0011 : 179: 27//EUPL0T 
ES CRASSUS.//Q06183 
^ F-PLACE1005027- 

F-PLACE1005046//ANNEXIN VII (SYNEXIN) (FRAGMENT) .//O. 082: 44: 36//B0S TAUR 
US (BOVINE). //P20072 

F-PLACEl 005052//MALE SPECIFIC SPERM PROTEIN MST84DD.//0.38:36:44//DROSOP 
HILA MELANOGASTER (FRUIT FLY) .//Q01645 
F-PLACEl 005055 

F-PLACE1005066//RING CANAL PROTEIN (KELCH PROTEIN) .//2.9e-38: 194: 39//DR0 
SOPH ILA MELANOGASTER (FRUIT FLY) .//Q04652 
F-PLACEl 005077 

F-PLACE1005085// INSECT TOXIN 1 (BOT ITl) .//O. 85:36 :33//BUTHUS OCCITANUS 
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TUNETANUS (COMMON EUROPEAN SCORPION) . //P55902 

F-PLACE1005086// ! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY !!! !//8.5e-38: 93:76/ 
/HOMO SAPIENS (HUMAN) .//P391 94 

F-PLACE1005101//HYPOTHETICAL PROTEIN ZAP128 (FRAGMENT) .//I. 6e-ll:35: 100/ 

/HOMO SAPIENS (HUMAN) . //P49753 

F-PLACE1005102//ZINC FINGER PROTEIN 151 (POLYOMAVIRUS LATE INITIATOR PRO 
MOTER BINDING PROTEIN) (LP-1) (ZINC FINGER PROTEIN Z13) .//3.0e-14: 110:38 
//MUS MUSCULUS (MOUSE) .//Q60821 

F-PLACE1005108//METALLOTHIONEIN-III (MT-III) (GROWTH INHIBITORY FACTOR) 
# (GIF).//0.4l:35:34//BOS TAURUS (BOVINE) .//P37359 

F-PLACE1005111//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) (CHARGERIN II 
).//1.0:29:41//RATTUS NORVEGICUS (RAT) .//PI 1608 

F-PLACE1005128//RABPHILIN-3A (FRAGMENT) .//5.9e-05: 95: 36//MUS MUSCULUS (M 
OUSE).//P47708 

F-PLACE1005146//FIBR0BLAST GROWTH FACTOR INDUCIBLE PROTEIN 15 (FIN15).// 
0.17:48:35//MUS MUSCULUS (MOUSE) .//Q61075 

F-PLACE1005162//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//1.0e-31:60:76/ 

/HOMO SAPIENS (HUMAN) .//P39189 

F-PLACE1005176 

- F-PLACE1005i81//HYPOTHETTeAL 7 KD PROTEIN. //I .0:31: 45//MEASLES VIRUS (ST- 
RAIN HALLE) (SUBACUTE SCLEROSE PANENCEPHALITIS VIRUS) .//P06831 
F-PLACE1005187//GLUCAN SYNTHASE-1 (EC 2.4.1.34) (1 ,3-BETA-GLUCAN SYNTHAS 
E) (UDP-GLUCOSE-1 , 3-BETA-D-GLUCAN GLUCOSYLTRANSFERASE) . //O . 0025 : 58: 34//N 
EUROSPORA CRASSA.//P38678 

F-PLACE1005206//HYPOTHETICAL 10.7 KD PROTEIN. //0.34:57:42//VACCINIA VIRU 
S (STRAIN COPENHAGEN). //P20511 

F-PLACE1005232//AMELOGENIN, Y ISOFORM PRECURSOR. //O. 70: 60 :35//H0M0 SAPIE 
NS (HUMAN). //Q99218 

F-PLACE1005243//SERINE/THRE0NINE PROTEIN KINASE PKPA (EC 2.7. 1.-) .//O.OO 
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17:114:27//PHYC0MYCES BLAKESLEEANUS. //Q01577 

F-PLACE1005261//HYPOTHETICAL 90.8 KD PROTEIN T05H10.7 IN CHROMOSOME II./ 
/I . 2e-38: 206 : 41//CAEN0RHABDITIS ELEGANS. //Q 10003 
F-PLACEl 005266 

F-PLACE1005277//PR0TEIN GURKEN PRECURSOR. //O. 58: 95 :29//DR0S0PH I LA MELANO 
GASTER (FRUIT FLY) . //P42287 

F-PLACE1005287// INNER CENTROMERE PROTEIN (INCENP) .//2.0e-12:211:29//GALL 
US GALLUS (CHICKEN). //P53352 

F-PLACE1005305//GTP:AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7.4.10) ( 
^ AK3).//l,8e-78:205:78//BOS TAURUS (BOVINE) .//P08760 

F-PLACEl 005308//WOUND- INDUCED BASIC PROTEIN.//0.99:40:40//PHASEOLUS VULG 
ARIS (KIDNEY BEAN) (FRENCH BEAN) .7/009020 

F-PLACE1005313//HYPOTHETICAL 8.7 KD PROTEIN IN LEUX-FECE INTERGENIC REGI 
ON (067).//0.i5:36:41//ESCHERICHIA COLI .//P39355 

F-PLACE1005327//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS) 
.//1.0:19:52//HOMO SAPIENS (HUMAN) . //P30808 

F-PLACE1005331//BREAKPOINT CLUSTER REGION PROTEIN. //0.00021:98:35//HOM0 
SAPIENS (HUMAN). //PI 1274 

F-PLACE1005335//IR0QU0IS-CLASS HOMEODOMAIN PROTEIN IRX-3.//0.37:98:33//M 
^ US MUSeUtUS (MOUSE). //P8i067 - 

F-PLACE1005373//PSEUDOURIDYLATE SYNTHASE 4 (EC 4.2.1.70) (PSEUDOURIDINE 
SYNTHASE 4) (TRNA PSEUDOURIDINE 55 SYNTHASE) (PSI55 SYNTHASE) (PSEUDOURI 
DYLATE SYNTHASE) (URACIL HYDROLYASE) .//0.010:96:28//SACCHAROMYCES CEREVI 
SUE (BAKER'S YEAST). //P48567 
F-PLACEl 005374 
F-PLACE1005409 

F-PLACE1005453//LICHENASE PRECURSOR (EC 3.2.1.73) (ENDO-BETA-1 ,3-1 ,4 GLU 
CANASE).//1.0:50:32//NICOTIANA PLUMBAGINI FOLIA (LEAD WORT-LEAVED TOBACCO) 
.//P07979 
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F-PLACE1005467//KERATIN, FEATHER (F-KER) .//0.0095:42:35//LARUS NOVAE-HOL 
LANDIAE (SILVER GULL) .//P02451 

F-PLACE1005471//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4L (EC 1.6.5.3).//0 
.23:49:32//PHYT0PHTH0RA INFESTANS (POTATO LATE BLIGHT FUNGUS) .//Q37598 
F-PLACE1005477//HYP0THETICAL PROTEIN 0RF-1137.//9.6e-13: 115:38//MUS MUSC 
ULUS (MOUSE). //PI 1260 

F-PLACE1005480//C-HORDEIN (CLONE PC HORl-3) (FRAGMENT) .//O. 97:33 :30//H0R 
DEUM VULGARE (BARLEY) . //P17991 

F-PLACEl 005481 //HUNCHBACK PROTEIN (FRAGMENT) .//O. 30:52 :38//APIS MELLIFER 
^ A (HONEYBEE). //P31504 

F-PLACE1005494//TRANSIENT-RECEPTOR-POTENTIAL PROTEIN. //3.9e-05:87:33//DR 
OSOPHILA MELANOGASTER (FRUIT FLY) .//P19334 

F-PLACE1005502 

F-PLACE1005526//IMMEDI ATE-EARLY PROTEIN IE180 . //4. 6e-05 : 132 : 32//PSEUD0RA 
BIES VIRUS (STRAIN KAPLAN) (PRV) . //P33479 

F-PLACE1005528//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//3.4e-09:31:74/ 

/HOMO SAPIENS (HUMAN) . //P39195 

F-PLACE1005530//HYP0THETICAL 47.6 KD PROTEIN C16C10.5 IN CHROMOSOME III. 
//9.7e-50:148:58//CAENORHABDITIS ELEGANS.//Q09251 
— p-PLj^rEl005550//HYPOTHETrCAL "40 . 2 KD PROTEIN 'K12H4. 3^rN CHROMOSOME HI .j ' 
/3 . Oe-2 1 : 1 27 : 37//CAEN0RHABD I T I S ELEGANS . //P34524 

F-PLACE1005554//CYTOCHROME B (EC 1.10.2.2) (FRAGMENT) .//0.84:38:31//DIPO 
• DOMYS CALIFORNICUS (KANGAROO RAT) .//P16359 
F-PLACE1005557//60S RIBOSOMAL PROTEIN L27.//4.8e-09:60:48//CRYPTOCOCCUS 
NEOFORMANS (FILOBASIDIELLA NEOFORNANS) .//P46288 

F-PLACE1005574//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//O. 89:44:29/ 
/BOS TAURUS (B0VINE).//P03929 

F-PLACE1005584//MALE SPECIFIC SPERM PROTEIN MST87F.//0. 00030: 33 :48//DR0S 
OPH I LA MELANOGASTER (FRUIT FLY) .//P08175 
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F-PLACEl 005595// IMMEDIATE-EARLY PROTEIN IE180. //0.00048: 162:30//PSEUDORA 
BIES VIRUS (STRAIN INDIANA-FUNKHAUSER / BECKER) (PRV) .//P11675 
F-PLACE1005603//HIGH-MOBILITY-GROUP PROTEIN (NONHISTONE CHROMOSOMAL PROT 
EIN).//0.00034:83:30//TETRAHYMENA PYRIFORMIS.//P40625 
• F-PLACE1005611//DNAJ PROTEIN. //8. 6e-20: 108:48//CLOSTRIDIUM ACETOBUTYLICU 
M.//P30725 

F-PLACEl 005623//EXTRACELLULAR SIGNAL-REGULATED KINASE 5 (EC 2.7.1.-) (ER 
K5) (ERK4) (BMKl KINASE). //0.80:116:31//HOMO SAPIENS (HUMAN). //Q13164 
F-PLACE1005630//INTERLEUKIN-14 PRECURSOR (IL-14) (HIGH MOLECULAR WEIGHT 
B-CELL GROWTH FACTOR) (HMW-BCGF) .//0.0024:74:39//HOMO SAPIENS (HUMAN).// 
P40222 

F-PLACEl 005639//EXTRACELLULAR MATRIX PROTEIN 1 (SECRETORY COMPONENT P85) 

(FRAGMENT). //O. 72: 18: 61//RATTUS NORVEGICUS (RAT) .//Q62894 
F-PLACEl 005646//RNA HELICASE-LIKE PROTEIN DB10.//4.8e-29: 172:45//NIC0TIA 
NA SYLVESTRIS (WOOD TOBACCO) . //P46 942 

F-PLACE1005656//RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE M2 CHAIN (EC 1.17.4 
.1) (RIBONUCLEOTIDE REDUCTASE) .//3.7e-64: 133:75//MES0CRICETUS AURATUS (G 
OLDEN HAMSTER). //Q60561 

F-PLACEl 005666//CHLOROPLAST BOS RIBOSOMAL PROTEIN L28.//0.57:36:41//PORP 

HYRA PURPUREA. //P5 1224 - - - - - - 

F-PLACE1005698//HYP0THETICAL PROTEIN IN SIGD 3' REGION (ORFC) (FRAGMENT). 
//O. 50:61 :29//BACILLUS SUBTILIS.//P40405 

F-PLACE1005727//ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) (F 
RAGMENT).//0.46:27:51//BRASSICA NAPUS (RAPE) . //P40603 

F-PLACEl 005730//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENT) .//O. 95:21 :52//0RYCT 
OLAGUS CUNICULUS (RABBIT) .//P02456 

F-PLACE1005739//INTERFER0N-GAMMA INDUCIBLE PROTEIN MGll.//3.4e-46: 111:53 
//MUS MUSCULUS (MOUSE) .//Q60710 

F-PLACE1005755//HYPOTHETICAL 70.2 KD PROTEIN IN GSH1-CHS6 INTERGENIC REG 
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I0N.//2.6e-12:66:51//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P42951 
F-PLACE1005763//S-ACYL FATTY ACID SYNTHASE THIOESTERASE, MEDIUM CHAIN (E 
C 3.1.2.14) (THIOESTERASE II) .//1.5e-26:69:57//RATTUS NORVEGICUS (RAT)./ 
/P08635 

F-PLACE1005799//KERATIN, ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KERATIN), 
//0.028:96:32//HOMO SAPIENS (HUMAN) .//P26371 

F-PLACE1005802//PROTEIN PROSPERO.//0.86:64:42//DROSOPHILA MELANOGASTER ( 
FRUIT FLY).//P29617 

F-PLACE1005803//MYELOID DIFFERENTIATION PRIMARY RESPONSE PROTEIN MYD116. 
.//1.0:95:25//MUS MUSCULUS (MOUSE) .//P17564 

F-PLACE1005804//PROCESSING ALPHA-1,2-MANN0SIDASE (EC 3.2.1.-) (ALPHA-1,2 
-MANNOSIDASE IB) .//2.8e-73:l98:73//MUS MUSCULUS (MOUSE) .//P39098 
F-PLACE1005813//HYPOTHETICAL 49.0 KD PROTEIN IN NSP1-KAR2 INTERGENIC REG 
I0N.//0.022:78:38//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P47057 
F-PLACE1005828//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//1.8e-23:56:76/ 
/HOMO SAPIENS (HUMAN) .//P391 95 

F-PLACE1005834//LATE CONTROL GENE B PROTEIN (GPB) .//O. 97:33 :39//BACTERI0 
PHAGE 186.//P08711 
F-PLACEl 005845 

- F-PLACE1005850-/7 1 ! ! ! ALU SUBFAMILY SQ WARNING" ENTRY ! ! ! ! //5T5e-28: 96 : 73/ 

/HOMO SAPIENS (HUMAN) .//P39194 
F-PLACE1005851 

F-PLACE1005876//CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 100 KD 
SUBUNIT (CPSF .100 KD SUBUNIT) .//2.2e-99:l55:95//B0S TAURUS (BOVINE) .//Ql 
0568 

F-PLACE1005884 

F-PLACEl 005890//BEM46 PROTEIN (FRAGMENT) .//I. 8e-33: 137: 49//SCHIZ0SACCHAR 
OMYCES POMBE (FISSION YEAST) . //P54069 

F-PLACE1005898//NADH-UBIQUINONE OXIDOREDUCTASE MLRQ SUBUNIT (EC 1.6.5.3) 
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(EC 1.6.99.3) (COMPLEX I-MLRQ) (CI-MLRQ) .//0.77:58:34//H0M0 SAPIENS (HU 
MAN).//000483 

F-PLACE1005921//AIG1 PROTEIN. //I. 4e-23: 165: 38//ARABID0PSIS THALIANA (MOU 
SE-EAR CRESS). //P54120 

F-PLACE1005923//HYPOTHETICAL 22.4 KD PROTEIN (0RF16) .//0.90: 118:28//PARA 
MECIUM TETRAURELIA.//P15617 

F-PLACE1005925//HYPOTHETICAL GENE 30 PROTEIN. //0.94:57:29//HERPESVIRUS S 
AIMIRI (STRAIN 11).//Q01010 

F-PLACE1005932//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOP 
^ ROTEIN).//0.42:128:32//NICOTIANA TABACUM (COMMON TOBACCO) .//P13983 

F-PLACE1005934//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7 
.6) (RPBl) (FRAGMENT).//©. 40: 76 :35//CR I CETULUS GRISEUS (CHINESE HAMSTER) 
.//P11414 

F-PLACE1005936//TAT PROTEIN (TRANSACT I VAT I NG REGULATORY PROTEIN) .//O. 50: 
15:66//HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (CLONE 12) (HIV-1) .//P04326 
F-PLACE1005951//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOP 
ROTEIN).//0.0025:135:32//NICOTIANA TABACUM (COMMON TOBACCO) .//P13983 
F-PLACE1005953//HIGH POTENTIAL IRON-SULFUR PROTEIN (HIPIP) .//O. 64:57:33/ 
/RHODOFERAX FERMENTANS.//P80882 
^ F-PLACE1005955//HYPOTHETrCAL 54.2 KD PROTEIN IN ERP5-0RC6rNTERGENTC REG 
ION.//t.0e-32:ll0:50//SACCHAROMYCES CEREVISIAE (BAKER' S YEAST) . //P38821 
F-PLACE1005966//TACHYPLESIN II PRECURSOR. //O. 97: 31 :35//TACHYPLEUS TRIDEN 
TATUS (JAPANESE HORSESHOE CRAB) .//P14214 

F-PLACE1005968//GATA FACTOR SREP.//0.17:52:40//PENICILLIUM CHRYSOGENUM./ 

/Q92259 

F-PLACE1005990//CELL PATTERN FORMATION-ASSOCIATED PROTEIN. //O. 36:55:36// 
EMERICELLA NIDULANS (ASPERGILLUS NIDULANS) .//P36011 

F-PLACE1006002//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//1.5e-36:l02:75 
//HOMO SAPIENS (HUMAN) .//P39192 
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F-PLACE1006003//HYPOTHETICAL 6.8 KD PROTEIN IN C0X3-NAD1 INTERGENIC REGI 
ON (ORF 61).//1.0:22:40//MARCHANTIA POLYMORPHA (LIVERWORT) .//P38473 
F-PLACE1006011//P0LY [ADP-RIBOSE] POLYMERASE (EC 2.4.2.30) (PARP) (ADPRT 
) (NAD(+) ADP- RIBOSYLTRANSFERASE) (POLY [ADP-RIBOSE] SYNTHETASE) .//2.8e- 
21:163:36//ARABID0PSIS THALIANA (MOUSE-EAR CRESS) . //Ql 1207 
F-PLACE1006017//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//l.le-10:43:67/ 
/HOMO SAPIENS (HUMAN) .//P39192 

F-PLACE1006037//VITELLOGENIN I PRECURSOR (VTG I) [CONTAINS: LIPOVITELLIN 
. 1 (LVl); PHOSVITIN (PV) ; LIPOVITELLIN 2 (LV2)] .//O. 00019: 123:37//FUNDUL 
US HETEROCLITUS (KILLIFISH) (MUMMICHOG) .//Q90508 

F-PLACE1006040//CAMP-REGULATED PHOSPHOPROTEIN 19 (ARPP-19) .//3.2e-40:110 
:76//H0M0 SAPIENS (HUNAN) .//P56211 

F-PLACE1006076//BOWMAN-BIRK TYPE PROTEINASE INHIBITOR A-I I . 7/0.99:30:40/ 
/ARACHIS HYPOGAEA (PEANUT) .//PO 1066 

F-PLACE1006119//IMPORTIN BETA-3 SUBUNIT (KARYOPHERIN BETA-3 SUBUNIT) (RA 
N-BINDING PROTEIN 5) .//8.8e-94:218:76//H0M0 SAPIENS (HUMAN) .//000410 
F-PLACE1006129//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. //O. 00092: 228: 
26//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P32323 
F-PLACE1006139//HYPOTHETICAL 52.9 KD PROTEIN IN SAP155-YMR31 INTERGENIC 
REGION. /75.9e-55":i28:50//SACCHAROxMYCES CEREVISIAE (BAKER' S YEAST) . //P436 
16 

F-PLACE1006143//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//1.4e-25:107:63 
//HOMO SAPIENS (HUMAN) .//P39194 

F-PLACE1006157//E-SELECTIN PRECURSOR (ENDOTHELIAL LEUKOCYTE ADHESION MOL 
ECULE 1) (ELAM-1) (LEUKOCYTE-ENDOTHELIAL CELL ADHESION MOLECULE 2) (LECA 
M2) (CD62E).//1.3e-2l:l68:32//SUS SCROFA (PIG) .//P98110 
F-PLACE1006159//C0LD SHOCK INDUCED PROTEIN TIRl PRECURSOR (SERINE-RICH P 
ROTEIN 1).//0.46:98:29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P1086 
3 
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F-PLACE1006164//NADH-UBIQUIN0NE OXIDOREDUCTASE CHAIN 4L (EC l,6.5.3).//0 
.70:28:42//ARTEMIA SALINA (BRINE SHRIMP) .//P19049 

F-PLACE1006167//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-AL 
PHA- GLUCOSIDASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE) .//8.9e-05:167:32// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P08640 

F-PLACE1006170//ALPHA-ADAPTIN C (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 ALP 
HA-C LARGE CHAIN) (100 KD COATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADA , 
PTOR HA2/AP2 ADAPT IN ALPHA C SUBUNIT) .//l.le-67:157:88//MUS MUSCULUS (MO 
USE).//P17427 

^ F-PLACE1006187//G1/S-SPECIFIC CYCLIN E.//5.6e-75:224:62//H0M0 SAPIENS (H 
UMAN).//P24864 

F-PLACE1006195//T-RELATED PROTEIN (TRP) (BRACHYENTERON PROTEIN) .//O. 99: 1 
77:29//DR0S0PHILA MELANOGASTER (FRUIT FLY) .//P55965 

F-PLACE1006196//PUTATIVE ATP-DEPENDENT RNA HELICASE C12C2.06.//2.0e-33: 1 
83:46//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q09747 
F-PLACE1006205 

F-PLACE1008223//SPERM MITOCHONDRIAL CAPSULE SELENOPROTEIN (MCS) .//O.OOOl 
5:22:50//MUS MUSCULUS (MOUSE) .//P15265 

F-PLACE1006225//VIRION INFECTIVITY FACTOR (SOR PROTEIN) .//I. 0:63: 34//HUM 
^ AN IMMUNODEFICIENCY VIRUS TYPE 1 (NDK ISOLATE) (HIV-1) ://P18805 
F-PLACE1006236 

F-PLACE1006239//60S ACIDIC RIBOSOMAL PROTEIN P2 (FRAGMENT) .//O. 48: 23: 52/ 
/ARABIDOPSIS THALIANA (MOUSE-EAR CRESS) .//P51407 

F-PLACE1006246//CMP-SIALIC ACID TRANSPORTER (CMP-SIA-TR) .//O. 012:84:30// 
MUS MUSCULUS (MOUSE) . //Q61420 

F-PLACE1006248//140 KD NUCLEOLAR PHOSPHOPROTEIN (N0PP140) .//0,017:203:22 
//RATTUS NORVEGICUS (RAT) . //P41777 

F-PLACE1006262//L-FUCULOSE PHOSPHATE ALDOLASE (EC 4. 1.2. 17) .//O. 84:25:52 
//HAEMOPH I LUS I NFLUENZAE . / /P44777 
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F-PLACEl 006288 

F-PLACE1006318//CYSTEINE-RICH ANTIFUNGAL PROTEIN 1 (AFPl) (Ml) .//I. 0:29: 
48//SINAPIS ALBA (WHITE MUSTARD) (BRASSICA flIRTA) .//P30231 
F-PLACE1006325//CYCLIN-DEPENDENT KINASE INHIBITOR IC (CYCL IN-DEPENDENT K 
INASE INHIBITOR P57) (P57KIP2) .//O. 99:97 :32//H0MO SAPIENS (HUMAN) . //P499 
18 

F-PLACE1006335//PROLINE-RICH PEPTIDE P-B. //O. 56: 19: 52//H0MO SAPIENS (HUM 
AN).//P02814 
F-PLACEl 006357 
F-PLACEl 006360 

F-PLACE1006368//NUF1 PROTEIN (SPINDLE POLY BODY SPACER PROTEIN SPCllO)./ 
/0.0057:122:31//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P32380 
F-PLACEl 006371 //ARS BINDING PROTEIN 1.//0. 00030: 142 :30//SCHIZOSAGCflAR0MY 
CES POMBE (FISSION YEAST) . //P49777 

F-PLACEl 006382//NEUROTOX IN V.//0.85:28:39//ANDR0CT0NUS MAURETANICUS MAUR 
ETANICUS (SCORPION). //P01482 

F-PLACE1006385//HYPOTHETICAL 45.1 KD PROTEIN IN RPS5-ZMS1 INTERGENIC REG 
I0N.//3.1e-35:165:47//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P47160 
F-PLACE1006412//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//4.3e-08:40:47//H0 
MO SAPIENS (HUMAN). //P08547 - 

F-PLACE1006414//F0RKHEAD-RELATED TRANSCRIPTION FACTOR 4 (FREAC-4) .//3.8e 

-05:123:39//HOMO SAPIENS (HUMAN) . //Q16676 

F-PLACE1006438//ZINC FINGER PROTEIN 165.//2.8e-21:76:64//H0M0 SAPIENS (H 
UMAN).//P49910 

F-PLACE1006445//SUPPRESSOR OF HAIRY WING PROTEIN. //O. 058: 99: 29//DR0S0PHI 
LA VIRILIS (FRUIT FLY) . //Q08876 

F-PLACE1006469//ACETYL-COENZYME A SYNTHETASE (EC 6.2.1.1) (ACETATE~COA 
LIGASE) (ACYL- ACTIVATING ENZYME) .//I. 8e-64:177:50//ESCHERICHIA COLI.//P 
27550 
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F-PLACE1006470 

F-PLACE1006482//TRANSCRIPTION FACTOR MAFF.//2.0e-47: 120:85//GALLUS GALLU 
S (CHICKEN). //Q90595 

F-PLACE1006488//SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68) .//1.8e 

-85:173:95//CANIS FAMILIARIS (DOG) . //Q00004 

F-PLACE1006492//VERY HYPOTHETICAL 11.2 KD PROTEIN C56F8.13 IN CHROMOSOME 

I.//0.75:32:56//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q10261 
F-PLACE1006506 

F-PLACE1006521 

F-PLACE1006531//HYPOTHETICAL 115.4 KD PROTEIN ZK757.3 IN CHROMOSOME III. 
//1.3e-53:l67:61//CAEN0RHABDITIS ELEGANS.//P34681 
F-PLACEl 006534 

F-PLACE1006540 

F-PLACE10'06552//MYOSIN HEAVY CHAIN, CLONE 203 (FRAGMENT) .//I. 3e-07: 242: 2 
3//HYDRA ATTENUATA (HYDRA) (HYDRA VULGARIS) .//P39922 

F-PLACE1006598//!!!! ALU SUBFAMILY SBl WARNING ENTRY ! ! ! !//0. 17:43:51//H 
OMO SAPIENS (HUMAN). //P39190 

F-PLACE1006615//ACROSIN PRECURSOR (EC 3.4.21.10) .//3.6e-05: 66: 43//0RYCT0 
LAGUS CUNICULUS (RABBIT) .//P48038 

F-PLACE1006617//HYPOTHETTGAL 14t6 KD PROTEIN (READING- FRAME C) (REPLICAT " 
ION).//1.0:74:29//STAPHYLOCOCCUS AUREUS. //P03861 

F-PLACE1006626//HYPOTHETICAL HELICASE K12H4.8 IN CHROMOSOME 1 1 1. //2. 96-1 
0:73:46//CAEN0RHABDITIS ELEGANS.//P34529 

F-PLACE1006629//HYPOTHETICAL PROTEIN BB0410.//1.0:23:43//BORRELIA BURGDO 

RFERI (LYME DISEASE SPIROCHETE). //051371 

F-PLACE1006640 

F-PLACE1006673 

F-PLACE1006678//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENT) .//I. 0:36: 41//0RYCT0 
LAGUS CUNICULUS (RABBIT) .//P02456 



2 4 9 0 



ailE# 2002-3046780 



#2000—183767 



F-PLACE1006704//BROAD-COMPLEX CORE-TNTl-Ql-Zl PROTEIN (BRCORE-TNTl-Ql-Zl 
) [CONTAINS: BROAD-COMPLEX CORE-Ql-Zl PROTEIN] .//O. 00062: 157: 26//DR0S0PH 
ILA MELANOGASTER (FRUIT FLY) .//Q01295 

F-PLACE100673I//RIBbFLAVIN KINASE (EC 2.7. 1.26) (FLAVOKINASE) / FMN ADEN 
YLYLTRANSFERASE (EC 2.7.7.2) (FAD PYROPHOSPHORYLASE) (FAD SYNTHETASE).// 
1.3e-07:127:36//C0RYNEBACTERIUM AMMONIAGENES (BREV I BACTERIUM AMMONIAGENE 
S).//Q59263 

F-PLACE1006754//CARCINGEMBRY0NIC ANTIGEN CGMl PRECURSOR (CD66D ANTIGEN) . 
//1.9e-19:78:53//H0M0 SAPIENS (HUMAN) .//P40198 
^ F-PLACE1006760//COLLAGEN ALPHA l(III) CHAIN (FRAGMENT) .//O. 21: 107: 30//RA 
TTUS NORVEGICUS (RAT) .//P13941 

F-PLACE1006779//CYTOTOXIN 5 (CTX V) .//1.0:20:30//NAJA MOSSAMBICA (MOZAMB 
IQUE COBRA). //P25517 

F-PLACE1006782//ZINC FINGER PROTEIN 1. //O. 00052: 178: 28//CANDIDA ALBICANS 

(YEAST). //P28875 
F-PLACE1006792 

F-PLACE1006795//VOLT AGE-GATED POTASSIUM CHANNEL PROTEIN SHAW (SHAW2).//1 
.0:80:30//DROSOPHILA MELANOGASTER (FRUIT FLY) .//P17972 
F-PLACE1006800//HYPOTHETICAL 9.4 KD PROTEIN. //0.99:62:33//VACCINIA VIRUS 

(STRAIN COPENHAGEN). //P20569 - 
F-PLACEl 006805 

F-PLACE1006815//HYPOTHETICAL PROTEIN UL61.//0.038:146:32//HUMAN CYTOMEGA 
LOVIRUS (STRAIN AD169) .//P16818 

F-PLACE1006819//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//7.3e-98:239:76//H 
OMO SAPIENS (HUMAN). //P08547 

F-PLACE1006829//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 8 (EC 3.1.2.15) (U 
BIQUITIN THIOLESTERASE 8) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 8) (DE 
UBIQUITINATING ENZYME 8) .//0.061:34:58//SACCHAROMYCES CEREVISIAE (BAKER' 
S YEAST). //P50102 
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F-PLACE1006860 
F-PLACE1006867 

F-PLACE10d6878//HYPOTHETICAL 8.2 KD PROTEIN IN MOBL 3* REGION (ORF 3).//0 
. 85 : 27 : 37/ /TH I OB AC I LLUS FERROOX I DANS . //P20087 

F-PLACE1006883//VITAMIN D3 RECEPTOR (VDR) (1 ,25-DIHYDROXYVITAMIN D3 RECE 
PT0R).//0.78:5l:37//MUS MUSCULUS (MOUSE) . //P48281 

F-PLACE1006g01//HYPOTHETICAL 8.1 KD PROTEIN. //O. 99: 55 :23//VACCINIA VIRUS 

(STRAIN COPENHAGEN). //P20567 
F-PLACE1006904//MATING-TYPE LOCUS ALLELE 81 PROTEIN. //0.95:86:26//USTILA 
• GO MAYDIS (SMUT FUNGUS) .//P22015 

F-PLACE1006917//HYPOTHETICAL 40.9 KD PROTEIN C08B11.5 IN CHROMOSOME II./ 
/6 . 9e-15 : 101 : 45//CAEN0RHABDITIS ELEGANS. //Q09442 

F-PLACE1006932//HISTIDINE-RICH, METAL BINDING POLYPEPTIDE. //O. 089:28:39/ 
/HELICOBACTER PYLORI (CAMPYLOBACTER PYLORI) .//Q48251 

F-PLACE1006935//HYPOTHETICAL 95.2 KD PROTEIN R144.6 IN CHROMOSOME III.// 
0 . 93 : 35 : 48//CAEN0RHABD I T I S ELEGANS . //QIOOOO 

F-PLACE1006956//TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TA 
FII-135) (TAFII135) (TAFII-130) (TAFII130) .//O. 00079: 122:36//H0M0 SAPIEN 
S (HUMAN). //000268 

^ F-PLACE1006958//OSMOTIG STRESS PROTEIN 94 (HEAT SHOCK 70-RELATED PROTEIN 
APG-l).//8.8e-70:l40:98//MUS MUSCULUS (MOUSE) .//P48722 
F-PLACE1006961 

F-PLACE1006962//APOLIPOPROTEIN C-I PRECURSOR (APO-Cl) .//1.0:25:40//PAPI0 

HAMADRYAS (HAMADRYAS BABOON) . //P34929 
F-PLACE1006966//HYP0THETICAL 49.1 KD PROTEIN IN SSB2-SPX18 INTERGENIC RE 
GI0N.//1.6e-47:221:45//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P40160 
F-PLACE1006989//HYPOTHETICAL 13.1 KD HIT-LIKE PROTEIN IN P37 5' REGION.// 
0 . 15 : 46 : 32//MYC0PLASMA HYORH I N I S . //P32083 

F-PLACE1007014//36 KD NUCLEOLAR PROTEIN HNP36 (DELAYED-EARLY RESPONSE PR 
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OTEIN 12) (DER12).//3.4e-09:120:29//HOMO SAPIENS (HUMAN) . //Q14542 
F-PLACE1007021//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//0. 00046:42:59// 
HOMO SAPIENS (HUMAN) .//P39188 

F-PLACE1007045//HYPOTHETICAL PROTEIN 0RF-1137.//8. le-14: 115:35//MUS MUSC 
ULUS (MOUSE). //PI 1260 

F-PLACE1007053//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930). //O.O 
38:48:39//H0M0 SAPIENS (HUMAN) . //P22531 

F-PLACE1007068//PROTEIN-LYSINE 6-OXIDASE PRECURSOR (EC 1.4.3.13) (LYSYL 
OXIDASE). //O. 0040: 113:39//GALLUS CALLUS (CHICKEN) .//Q05063 
F-PLACE1007097//HYPOTHETICAL 6.8 KD PROTEIN IN HE65-PK2 INTERGENIC REGIO 
N.//0.97:47:29//AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNP 
V).//P41663 

F-PLACE1007105//HYPOTHETICAL 83.6 KD PROTEIN C15A10.10 IN CHROMOSOME I./ 
/2.9e-33:219:37//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//013730 
F-PLACE1007111 

F-PLACE1007112//HYPOTHETICAL 9.2 KD PROTEIN. //0.47:75:28//ESCHERICHIA CO 
LI.//P03853 

F-PLACE1007132//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.8e-ll:56:57// 
HOMO SAPIENS (HUMAN) .//P39188 
' F-PLACE1007140//GAR2 PROTEIN. //0.72: 185: 24//SCHIZ0SAGCHAR0MYC.ES POMBE (F" 
ISSION YEAST) . //P41891 

F-PLACE1007178//HYPOTHETICAL 8.5 KD PROTEIN CY274.40C.//0.97:79:30//MYCO 
BACTERIUM TUBERCULOSIS. //Ql 0826 

F-PLACE1007226//HYPOTHETICAL 42.6 KD PROTEIN IN GSHB-ANSB INTERGENIC REG 
ION (0378).//1.9e-15:123:32//ESCHERICHIA COLI.//P52062 
F-PLACE1007238//MY0SIN HEAVY CHAIN IB (MYOSIN HEAVY CHAIN IL) . //5.5e-10: 
98:44//ACANTHAM0EBA CASTELLANII (AMOEBA) .//P19706 

F-PLACE1007239//tRANSCRIPTION ELONGATION FACTOR S-II (TRANSCRIPTION ELON 
CATION FACTOR A) .//3.9e-19:96:57//H0M0 SAPIENS (HUMAN) . //P23193 
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F-PLACE1007242//GUANINE NUCLEOTIDE DISSOCIATION STIMULATOR RALGDS FORM B 

(RALGEF).//1.0:132:30//RATTUS NORVEGICUS (RAT) . //Q03386. 
F-PLACE1007243//HYPOTHETICAL 53.3 KD PROTEIN IN HXT8-CAN1 INTERGENIC REG 
ION. //O. 041:1 14 :29//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P39981 
F-PLACE1007257//D I APHANOUS PROTEI N .III. 3e-42 : 205 : 46//DR0S0PH ILA MELANOGA 
STER (FRUIT FLY) .//P48608 

F-PLACE1007274//CADMIUM-METALLOTHIONEIN (CD-MT) .//0.054:60:30//HELIX POM 
ATIA (ROMAN SNAIL) (EDIBLE SNAIL) .//P33187 

F-PLACE1007276//BETA-DEFENSIN 1 PRECURSOR (RHBD-1) (DEFENSIN, BETA 1).// 
1.0:42:28//SUS SCROFA (PIG) .//062697 

F-PLACE1007282//OUTER CAPSID PROTEIN VP4 (HEMAGGLUTININ) (OUTER LAYER PR 
OTEIN VP4) [CONTAINS: OUTER CAPSID PROTEINS VP5 AND VP8] .7/0.070:126:27/ 

/HUMAN ROTAVIRUS (SEROTYPE 4 / STRAIN ST. THOMAS 3).//P11200 
F-PLACE1007286 

F-PLACE1007301//HYPOTHETrCAL PROTEIN KIAA0168.//0.042:61:39//HOMO SAPIEN 

S (HUMAN). //P50749 

F-PLACEi007317 

F-PLACE1007342//PROTEIN GRAINY-HEAD (DNA-BINDING PROTEIN ELF-1) (ELEMENT 
I-BINDING ACTIVITY) (TRANSCRIPTION FACTOR NTF-1) .//1.7e-06:77:36//DROSO 
PHILA MELANOGASTER (FRUIT FLY). //P13002 " " - 

F-PLACE1007346//TRANSCRIPTION INTERMEDIARY FACTOR 1-BETA (KRAB-A INTERAC 
TING PROTEIN) (KRIP-1) .//O. 0026: 147: 27//MUS MUSCULUS (MOUSE) . //Q62318 
F-PLACE1007367//!!!i ALU SUBFAMILY SB WARNING ENTRY !!! !//1.3e-37: 110:76 
//HOMO SAPIENS (HUMAN) . //P39189 

F-PLACE1007375//PHORBOL ESTER/DIACYLGLYCEROL-BINDING PROTEIN UNC-13.//4. 

7e-07:71:39//CAEN0RHABDITIS ELEGANS.//P27715 

F-PLACE1007386//HYPOTHETICAL 7.6 KD PROTEIN IN FLOl-PHOll INTERGENIC REG 
I0N.//0.74:48:29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P39561 
F-PLACE1007402//TRANSCRIPTI0NAL REGULATORY PROTEIN ENTR (ENTERICIDIN R) . 
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//O . 99 : 63 : 36//CI TROBACTER FREUNDI I . //069280 

F-PLACE1007409//WH ITE PROTE I N . //7 . 9e-38 : 179 : 41//DR0S0PH ILA NELANOGASTER 
(FRUIT FLY).//P10090 

F-PLACE1007416//DIPEPTIDYL PEPTIDASE IV (EC 3.4.14.5) (DPP IV) (T-CELL A 
CT I VAT I ON ANTIGEN CD26) (TP 103) (ADENOSINE DEAMINASE COMPLEX I NG PROTEIN- 
2) (ADABP).//0.031:159:23//HOMO SAPIENS (HUMAN) .//P27487 
F-PLACE1007450//ZINC FINGER PROTEIN 39 (ZINC FINGER PROTEIN K0X27) (FRAG 
MENT).//0.023:36:50//HOMO SAPIENS (HUMAN) .//P17038 

F-PLACE1007452//HYPOTHETICAL 22.1 KD PROTEIN IN CCPl-METl INTERGENIC REG 
I0N.//2.2e-18:85:54//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P36149 
F-PLACE1007454//PHOTOSYSTEM II REACTION CENTRE N PROTEIN. //O. 66: 13:53//C 
HLAMYDOMONAS REINHARDTI I . //Q06480 

F-PLACE1007460//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .7/0.93:45:33/ 
/SUS SCROFA (PIG).//Q35914 

F-PLACE1007478//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TR 
ANSCRIPTASE (EC 2.7.7.49); ENDONUCLEASE] .//5.3e-08:50:56//MUS MUSCULUS ( 
MOUSE). //PI 1369 

F-PLACE1007484//HYPOTHETICAL 6.8 KD PROTEIN IN REPLICATION ORIGIN REGION 
.//0.87:43:37//ESCHERICHIA COLI .//P03849 

F-PLACE1007488//PUTATIVE RKO/RAC GUANINE NUCLEOTIDE EXCH.ANGE FACTOR (RHO" " 
/RAC GEF) (FACIOGENITAL DYSPLASIA PROTEIN) .//I. 2e-25:202:31//H0M0 SAPIEN 
S (HUMAN). //P98174 

F-PLACE1007507//HYPOTHETICAL 16.0 KD PROTEIN IN TAF60-G4P1 INTERGENIC RE 
GION.//0.12:128:25//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53139 
F-PLACE1007511//KERATIN, TYPE I CYTOSKELETAL 19 (CYTOKERATIN 19) (K19) ( 
CK 19).//2.1e-45:209:48//BOS TAURUS (BOVINE) . //P08728 

F-PLACE1007524//HYPOTHETICAL 9.2 KD PROTEIN. //0.74:80:30//VACCINIA VIRUS 

(STRAIN COPENHAGEN). //P20550 
F-PLACE1007525 
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F-PLACE1007537//MYOTROPHIN (V-1 PROTEIN) (GRANULE CELL DIFFERENTIATION P 
ROTEIN).//0.045:92:30//MUS MUSCULUS (MOUSE), AND RATTUS NORVEGICUS (RAT) 
.//P80144 

F-PLACEl 007544// I MMED I ATE-EARLY PROTEI N I E180 . // 1 . 5e-07 : 59 : 50//PSEUDORAB 

lES VIRUS (STRAIN KAPLAN) (PRV) . //P33479 

F-PLACE1007547//HYPOTHETICAL 97.1 KD PROTEIN R05D3.4 IN CHROMOSOME III./ 

/2 . 5e- 16 : 188 : 34//CAEN0RHABD I T I S ELEGANS . / /P34537 

F-PLACE1007557 

F-PLACE1007583//PR0LINE RICH 33 KD EXTENS IN-RELATED PROTEIN PRECURSOR (F 
RAGMENT).//0.98:72:33//DAUCUS CAROTA (CARROT) . //P06600 
F-PLACE1007598//ZINC FINGER PROTEIN 92 (ZINC FINGER PROTEIN HTF12) (FRAG 
MENT).//1.7e-il:88:43//H0M0 SAPIENS (HUMAN) .//Q03936 

F-PLACE1007618//ANION EXCHANGE PROTEIN 2 (NON-ERYTHROID BAND 3-LIKE PROT 
EIN) (B3RP).//0.19:109:27//MUS MUSCULUS (MOUSE) .//P13808 
F-PLACE1007621//PHOSPHATE REGULON SENSOR PROTEIN PHOR (EC 2.7.3.-) (FRAG 
MENT).//0.98:34:41//PSEUDOMONAS AERUGINOSA. //P23621 

F-PLACE1007632//COLLAGEN ALPHA 2(1) CHAIN (FRAGMENT) . //O. 70: 110: 34//B0S 
TAURUS (BOV I NE) . //P02465 

F-PLACE1007645//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//0.99:20:45/ 

/STRUTflrO Cx*.MELUS (OSTRICH). //Q21401 - 

F-PLACE1007649//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-AL 
PHA- GLUCOSIDASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE) .//8. le-06: 197:26// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P08640 

F-PLACE1007677//!!!! ALU SUBFAMILY SC WARNING ENTRY ! I ! !//1.0:47:46//HOM 
0 SAPIENS (HUMAN). //P391 92 

F-PLACE1007688//LA PROTEIN HOMOLOG (LA RIBONUCLEOPROTEIN) (LA AUTOANTIGE 
N HOMOLOG). //2.7e-06:l 16 :28//AEDES ALBOPICTUS (FOREST DAY MOSQUITO) .//Q2 
6457 

F-PLACE1007690//SPERM PROTAMINE P1.//0.12:26:50//TACHYGLOSSUS ACULEATUS 
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ACULEATUS (AUSTRALIAN ECHIDNA) .//P35311 

F-PLACE1007697//SPERM PROTAMINE P1.//0.19:34:52//DIDELPHIS MARSUPIALIS V 
IRGINIANA (NORTH AMERICAN OPOSSUM), AND MONODELPHIS DOMESTICA (SHORT-TAI 
LED GREY OPOSSUM). //P35305 

F-PLACE1007705//BIOH PROTEIN. //O. 015: 97: 29//ESCHERICHI A COLI . //P13001 
F-PLACE1007706//HYPOTHETICAL 112.2 KD PROTEIN IN TIF35-NPL3 INTERGENIC R 
EGION (0RFl).//5.3e-55:190:56//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). 
//P32898 

F-PLACE1007725 

F-PLACE1007729//PR0TEASE (EC 3.4.23.-) .//I. 8e-21:136:42//M0USE MAMMARY T 
UMOR VIRUS (STRAIN BR6) .//P10271 

F-PLACE1007730//SALIVARY PROLINE-RICH PROTEIN II-l (FRAGMENT) .//O. 0031: 7 

7:40//H0MO SAPIENS (HUMAN) . //P81489 

F-PLACE1007737//!!!! ALU SUBFAMILY SX WARNING ENTRY ! i ! !//0.78:39:56//HO 

MO SAPIENS (HUMAN). //P39195 

F-PLACE1007743 

F-PLACE1007746//RRP5 PROTEIN HOMOLOG (KIAA0185) (FRAGMENT) .//O. 0066: 168: 
25//H0M0 SAPIENS (HUMAN) .//Q14690 

F-PLACE1007791//KRUEPPEL PROTEIN (FRAGMENT) .//O. 62: 17:41//LITH0BIUS FORF 

rCA-TUS;/-/Q01872 . - -, - 

F-PLACE 1007807/ /HYPOTHETICAL 6.4 KD PROTEIN IN BLTR-SPOIIIC INTERGENIC R 
EG I ON . // 1 . 0 : 40 : 30//BAC I LLUS SUBT I L I S . //P54446 

F-PLACE1007810//ANTHOPLEURIN A (TOXIN AP-A) .//O. 79: 28:46/ /ANTHOPLEURA XA 
NTHOGRAMMICA (GIANT GREEN SEA ANEMONE) .//PO 1530 

F-PLACE1007829//SPORE COAT PROTEIN G.//1.0:65:38//BACILLUS SUBTILIS. //P3 
9801 

F-PLACE1007843 

F-PLACE1007846//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //I. 5e-32: 37 :94//H0 
MO SAPIENS (HUMAN). //P08547 
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F-PLACE1007852//RHO-RELATED GTP-BINDING PROTEIN RHOH (GTP-BINDING PROTEI 

N TTF).//8.7e-05:138:30//HOMO SAPIENS (HUMAN) .//Q15669 

F-PLACE1007858//ANAPHASE SPINDLE ELONGATION PROTEIN. //0.0039:127:25//SAC 

CHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P50275 

F-PLACE1007866 

F-PLACE1007877 

F-PLACE1007897//CD44 ANTIGEN PRECURSOR (PHAGOCYTIC GLYCOPROTEIN I) (PGP- 
1) (HUTCH-I) (EXTRACELLULAR MATRIX RECEPTOR-II I) (ECMR-III) (GP90 LYMPHO 
CYTE HOMING/ADHESION RECEPTOR) (HERMES ANTIGEN) (HYALURONATE RECEPTOR) ( 
HEPARAN SULFATE PROTEOGLYCAN) (HAMl ANTIGEN) .//O. 44: 128:28//MES0CRICETUS 

AURATUS (GOLDEN HAMSTER). //Q60522 
F-PLACE1007908//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//5.5e-28:61:65/ 
/HOMO SAPIENS (HUMAN). //P39192 

F-PLACE1007946//HYPOTHETICAL MERCURIC RESISTANCE PROTEIN MERC. //O. 84: 48: 
37//PSEUD0M0NAS AERUGINOSA. //P04139 

F-PLACE1007954//HYPOTHETICAL 45.5 KD PROTEIN IN FIGl-GIPl INTERGENIC REG 
ION. //O. 00070: 96 :29//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P38226 
F-PLACE1007955//HYPOTHETICAL 84.3 KD PROTEIN.ZK945.10 IN CHROMOSOME II./ 
/O. 00027: 255 :23//CAEN0RHABDITIS ELEGANS.//Q09625 

F-PLACE1007958//HIGH-AFFINITY CAMP-SPECIFIC 3' ,5' -CYCLIC PHOSPHODIESTERA 
SE (EC 3.1.4.17).//1.7e-09:127:30//MUS MUSCULUS (MOUSE) .//P70453 
F-PLACE1007969//HYPOTHETICAL 24.1 KD PROTEIN IN LEF4-P33 INTERGENIC REGI 
ON.//2.4e-05:104:37//AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS ( 
ACMNPV).//P41479 

F-PLACE1007990//SPERM PROTAMINE P1.//0.78:36:47//ORNITHORHYNCHUS ANATINU 
S (DUCKBILL PLATYPUS). //P35307 

F-PLACE1008000//CHANNEL ASSOCIATED PROTEIN OF SYNAPSE-UO (CHAPSYN-UO) 
(SYNAPTIC DENSITY PROTEIN PSD-93) .//1.2e-16:128:39//RATTUS NORVEGICUS (R 
AT).//Q63622 
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F-PLACE1008002 

F-PLACE1008044//NUCLEAR PORE COMPLEX PROTEIN NUP107 (NUCLEOPORIN NUP107) 
(107 KD NUCLEOPORIN) (P105) .//3.9e-106:208:^93//RATTUS NORVEGICUS (RAT). 
//P52590 

F-PLACE1008045//COLLAGEN ALPHA l(XII) CHAIN (FRAGMENTS) .//3.9e-09:49:53/ 
/BOS TAURUS (BOVINE).//P25508 

F-PLACE1008080//RNA REPLICASE POLYPROTEIN (EC 2.7.7.48) .//O. 00025: 100:27 
//EGGPLANT MOSAIC VIRUS. //P20126 

F-PLACE1008095//PROTOPORPHYRINOGEN OXIDASE (EC 1.3.3.4) (PPO) .//0.90:74: 
25//MYC0BACTERIUM TUBERCULOSIS. //053230 

F-PLACE1008111//HYPOTHETICAL PROTEIN MJECS12.//0.30:38:42//METHAN0C0CCUS 

JANNASCHII.//Q60311 
F-PLACE1008122//PEA2 PROTEIN (PPF2 PROTEIN) .//O. 0085: 117: 34//SACCHAR0MYC 
ES CEREVISIAE (BAKER'S YEAST) .//P40091 

F-PLACE1008129//PROCOLLAGEN ALPHA 2(1) CHAIN PRECURSOR (FRAGMENTS) .//I. 8 
e-06:154:36//GALLUS GALLUS (CHICKEN) .//P02467 

F-PLACE1008132//HYPOTHETICAL 127.4 KD PROTEIN F07F6.4 IN CHROMOSOME III. 
//l.4e-13:227:36//CAEN0RHABDITIS ELEGANS.//Q09531 

F-PLACE1008177//TRICHOHYALIN.//2.7e-10:230:26//OVIS ARIES (SHEEP) . //P227 

93 : ■ - ■ 

F-PLACE1008181 

F-PLACE1008198//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN) .//O. 
00044: 121 :34//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) .//P17437 
F-PLACE1008201//ZINC FINGER PROTEIN ZFMSA12A.//3.0e-05:82:37//MICROPTERU 
S SALMOIDES (LARGEMOUTH BASS) .//P38621 

F-PLACE1008209//METALLOTHIONEIN-I (MT-I) .//0.95:39:35//CERCOPITHECUS AET 
HIOPS (GREEN MONKEY) (GRIVET) .//P02797 

F-PLACE1008231//PROCYCLIC FORM SPECIFIC POLYPEPTIDE Bl-ALPHA PRECURSOR ( 
PROCYCLIN) (PARP).//0. 028: 23: 52 //TRYPANOSOMA BRUCEI BRUCEI . //P08469 
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F-PLACE1008244//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-l.//2.2e-23:14 
8 : 38//P0D0SP0RA ANSER I NA . //Q00808 

F-PLACE1008273//COATOMER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAMMA-COP). 
//l.le-97:222:81//B0S TAURUS (BOVINE) .//P53620 

F-PLACE1008275//DNA REPAIR PROTEIN REVl (EC 2.7.7.-) .//5,8e-20:161:37//S 
ACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P12689 

F-PLACE1008280//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//6.1e-23:124:42//H' 
OMO SAPIENS (HUMAN). //P08547 

F-PLACE1008309//HYPOTHETICAL 98.3 KD PROTEIN C9G1.06C IN CHROMOSOME I.// 
0.47:99:37//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//014302 
F-PLACE1008329//PUTATIVE Z PROTEIN. //0.73:52:28//0VIS ARIES (SHEEP). //PO 
8105 

F-PLACE1008330// ! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//9.0e-37:75:81/ 
/HOMO SAPIENS (HUMAN) . //P39194 

F-PLACE1008331//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//4. le-08:70:50// 
HOMO SAPIENS (HUMAN) .//P39188 

F-PLACE1008356//FRUIT PROTEIN PKIWI501.//0.0037:148:29//ACTINIDIA CHINEN 
SIS (KIWI) (YANGTA0).//P43393 

F-PLACE1008368//RING CANAL PROTEIN (KELCH PROTEIN) .//3.5e-18: 205: 30//DRO 

SOPHILA MELANOGASTER (FRUIT FLY) . //(304652 ~ . ' ~ 

F-PLACE1008369 
F-PLACE1008392 

F-PLACE1008398//GENE 33 POLYPEPTIDE. //I. 5e-102:225:84//RATTUS NORVEGICUS 
(RAT).//P05432 

F-PLACE1008401//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//2.9e-08: 186: 34//M 
US MUSCULUS (MOUSE). //P05143 

F-PLACE1008402//GENERAL VESICULAR TRANSPORT FACTOR PI 15 (TRANSCYTOSIS AS 
SOCIATED PROTEIN) (TAP) .//9.4e-105:207:98//B0S TAURUS (BOVINE) .//P41541 
F-PLACEl 008405 
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F-PLACE1008424//PROTEIN UL56.//1.0:65:33//HERPES SIMPLEX VIRUS (TYPE 1 / 

STRAIN HFEM).//P36297 
F-PLACE1008426//MYOSIN HEAVY CHAIN, NON-MUSCLE (ZIPPER PROTEIN) (MYOSIN 
II).//4.4e-05:185:28//DROSOPHILA MELANOGASTER (FRUIT FLY) .//Q99323 
F-PLACE1008429//NEURONAL AXONAL MEMBRANE PROTEIN NAP-22.//0. 00054: 172: 25 
//RATTUS NORVEGICUS (RAT) .//Q05175 

F-PLACE1008437//HYPOTHETICAL 115.4 KD PROTEIN ZK757.3 IN CHROMOSOME III. 
// 1 . 9e-23 : 226 : 34//CAEN0RHABD I T I S ELEG ANS . //P3468 1 

F-PLACEl 008455/ /DNA-B I ND I NG PROTE I N ( AGNOPROTE I N) . //O . 97 : 23 : 52//BUDGER I G 
AR FLEDGLING DISEASE VIRUS (BFDV) . //P13893 

F-PLACE1008457//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2. le-12:89:47// 
HOMO SAPIENS (HUMAN) . //P39188 

F-PLACE1008465//ZINC FINGER PROTEIN 31 (ZINC FINGER PROTEIN K0X29) (FRAG 
MENT).//0. 00017: 23: 43//H0M0 SAPIENS (HUMAN) .//P17040 

F-PLACE1008488//HYPOTHETICAL PROTEIN UL61.//9.1e-05:204:30//HUMAN CYTOME 
GALOVIRUS (STRAIN AD169) .//P16818 

F-PLACEl 008524//HOMEOBOX PROTEIN HLXl (HOMEOBOX PROTEIN HB24) .//O. 95:74: 
36//H0M0 SAPIENS (HUMAN) .//Q14774 

F-PLACE1008531//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//3. le-05:86:45/ 
/HOMO SAPIENS (HUMAN). //P39192 . 

F-PLACE1008532//HYPOTHETICAL 36.4 KD PROTEIN IN SMPl-MBAl INTERGENIC REG 
I0N.//3.9e-21:62:45//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P38298 
F-PLACEl 008533//HYPOTHET I CAL 86.2 KD PROTEIN C4G8.04 IN CHROMOSOME I.//3 
.5e-06:118:29//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q09830 
F-PLACE1008568//NEURONATIN.//0.046:34:52//HOMO SAPIENS (HUMAN) .//Q16517 
F-PLACEl 008584//HUNCHBACK PROTEIN (FRAGMENT) .//0.94:30:43//LITHOBIUS FOR 
FICATUS.//Q02030 

F-PLACE1008603//NUCLEAR PORE COMPLEX PROTEIN NUP155 (NUCLEOPORIN NUP155) 
(155 KD NUCLEOPORIN) (P140) . //3.9e-123:224:96//RATTUS NORVEGICUS (RAT). 
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//P37199 

F-PLACE1008621//B-CELL GROWTH FACTOR PRECURSOR (BCGF-12 KD) .//5.0e-05:31 
:67//H0M0 SAPIENS (HUMAN) .//P20931 

F-PLACE1008625//DISAGREGIN (PLATELET AGGREGATION ACTIVATION INHIBITOR)./ 
/0.87:17:52//ORNITHODOROS MOUBATA (SOFT TICK) .//P36235 
F-PLACE1008626//METALLOTHIONEIN-I (MT-I) .//0.77:33:36//SCYLLA SERRATA (M 
UD CRAB).//P02805 

F-PLACE1008627//METALL0THIONEIN-III (MT-I I I) (GROWTH INHIBITORY FACTOR) 
(GIF) (GIFB) .//0.14:44:31//HOMO SAPIENS (HUMAN) . //P25713 
• F-PLACE1008629 

F-PLACE1008630//PROTAMINE Z3 (SCYLLIORHININE .Z3) .//0.78:33:36//SCYLI0RHI 
NUS CANICULA (SPOTTED DOGFISH) (SPOTTED CATSHARK) .//P30258 
F-PLACE1008643//INTER-ALPHA-TRYPSIN INHIBITOR HEAVY CHAIN H4 PRECURSOR ( 
ITI HEAVY CHAIN H4) (INTER-ALPHA-TRYPSIN INHIBITOR FAMILY HEAVY CHAIN-RE 
LATED PROTEIN) (PLASMA KALLIKREIN SENSITIVE GLYCOPROTEIN 120) (PK-120)./ 
/1.7e-30:220:41//HOMO SAPIENS (HUMAN) .//Q14624 

F-PLACE1008650//PP1/PP2A PHOSPHATASES PLEIOTROPIC REGULATOR PRLl.//2.5e- 
10:106:31//ARABIDOPSIS THALIANA (MOUSE-EAR CRESS) .//Q42384 
F-PLACE1008693//BOWMAN-BIRK TYPE PROTEINASE INHIBITOR (MSTI) .//I. 0:36:38 
^ //MEDICAGO SCUTELtATA (SNAIL MEDIC). /^^^ 

F-PLACE1008696//NADH-UBIQUINONE OXIDOREDUCTASE 23 KD SUBUNIT PRECURSOR ( 
EC 1.6.5.3) (EC 1.6.99.3) (COMPLEX I-23KD) (CI-23KD) (TYKY SUBUNIT) .//4. 
8e-14:47:80//HOMO SAPIENS (HUMAN) .//000217 

F-PLACE1008715//HYPOTHETICAL 13.4 KD PROTEIN IN ACT5-YCK1 INTERGENIC REG 
ION.//0.66:105:24//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P38834 
F-PLACE1008748//HYPOTHETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC R 
EGION.//0.10:178:26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P53214 
F-PLACE1008757//HYPOTHETICAL 10.1 KD PROTEIN IN RHSD-GCL INTERGENIC REGI 
ON (0RFD3) .//0.60:44:34//ESCHERICHIA C0LI.//P33669 
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F-PLACE1008790//IMPORTIN ALPHA-6 SUBUNIT (KARYOPHERIN ALPHA-6 SUBUNIT) ( 
IMPORTIN ALPHA S2) .//3.0e-69:l91:80//MUS MUSCULUS (MOUSE) .//035345 
F-PLACE1008798//BACTERIOCIN LACTOBIN A.//1.0:34:41//LACT0BACILLUS AMYLOV 
0RUS.//P80696 

F-PLACE1008807//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //O. 91 :77:36//H0M0 
SAPIENS (HUMAN). //P08547 

F-PLACE1008808//REC1 PROTEIN. //0.45:39:30//USTILAGO MAYDIS (SMUT FUNGUS) 
.//P14746 

F-PLACE1008813 

F-PLACE1008851//VERY HYPOTHETICAL 11.8 KD PROTEIN IN KTR3-DUR1,2 INTERGE 
NIC REGI0N.//1.0:62:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P3830 
9 

F-PLACE1008854//HYPOTHETICAL 182.0 KD PROTEIN IN NMD5-H0M6 INTERGENIC RE 
GION.//1.0:82:26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P47170 
F-PLACE1008867//PATATIN T5 PRECURSOR (POTATO TUBER PROTEIN) .//O. 65: 61: 36 
//SOLANUN TUBEROSUM (POTATO) . //P15478 

F-PLACE1008887//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //I. 5e-56: 180 :54//N 
YCTICEBUS COUCANG (SLOW LORIS) .//P08548 
F-PLACEl 008902 

F-FLACEi()08920 " " " - . 

F-PLACE1008925//HYPOTHETICAL 41.2 KD PROTEIN IN GAPA-RND INTERGENIC REGI 
ON.//0.90:77:33//ESCHERICHIA COLI .//P76242 

F-PLACE1008934//HYPOTHETICAL PROTEIN IN ADHS 5' REGION (0RF3) (FRAGMENT) . 
//0.14:77:45//GLUC0N0BACTER SUBOXYDANS.//005543 

F-PLACE1008941//ZINC FINGER PROTEIN 141.//l.le-17:45:95//H0M0 SAPIENS (H 
UMAN).//Q15928 

F-PLACE1008947//MAJOR CENTROMERE AUTOANTIGEN B (CENTROMERE PROTEIN B) (C 
ENP-B).//4.1e-14:136:39//MUS MUSCULUS (MOUSE) . //P27790 
F-PLACE1009020//ANNEXIN VII (SYNEXIN) (FRAGMENT) .//O. 74:37 :48//B0S TAURU 
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S (BOVINE). //P20072 

F-PLACE1009027//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4L (EC 1.6.5.3).//0 
.39:57:36//BALAEN0PTERA MUSCULUS (BLUE WHALE) . //P41301 
F-PLACEl 009039 

F-PLACE1009045//HYFOTHETICAL 9.5 KD PROTEIN IN SPEA-METK INTERGENIC REGI 
ON (F83).//0.48:32:43//ESCHERICHIA COLI . //P46879 
F-PLACEl 009048 
F-PLACE1009050 

F-PLACE1009060//HYPOTHETICAL 98.3 KD PROTEIN R10E12.1 IN CHROMOSOME III. 
//4 . 9e-23 : 244 : 31 //CAENORHABD I T I S ELEGANS . //P34552 

F-PLACE1009090//50S RIBOSOMAL PROTEIN L35.//1.0:27:51//MYCOPLASMA GENITA 
LIUM.//P47439 

F-PLACE1009091 

F-PLACE1009094//NEL-LIKE PROTEIN (FRAGMENT) .//3.6e-15: 180:30//HOMO SAPIE 
NS (HUMAN). //Q92832 

F-PLACEl 009099//Z INC FINGER PROTEIN 27 (ZFP-27) (MKR4 PROTEIN) (FRAGMENT 
).//1.4e-94:228:71//MUS MUSCULUS (MOUSE) .//P10077 

F-PLACE10P9110//HIRUDIN HVl (BUFRUDIN) .//1.0:49:34//HIRUDINARIA MANILLEN 
SIS (BUFFALO LEECH) .//P81492 

F-PLACE10091 11 //!!!! ALU SUBFAMILY SX WARNING ENTRY l!!!//1.4e^05: 30:83/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-PLACE1009113//ANNEXIN VII (SYNEXIN) (FRAGMENT) .//O. 032: 40: 52//B0S TAUR 
US (BOVINE).//P20072 

F-PLACE1009130//HYPOTHETICAL PROTEIN KIAA0032.//3.3e-37:214:38//H0MO SAP 
lENS (HUMAN). //Q15034 

F-PLACE1009150//! ! ! ! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//1.6e-32:56:76/ 
/HOMO SAPIENS (HUMAN) . //P39195 

F-PLACE1009155//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!! !//1.2e-17: 101:57 
//HOMO SAPIENS (HUMAN) .//P39194 
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F-PLACE1009158//HYPOTHETICAL PROTEIN HKRFX (Jll) .//0.0058:73:42//HUMAN C 
YTOMEGALOVIRUS (STRAIN AD169) .//P09711 

F-PLACE1009166//CYTOSOLIC PURINE 5' -NUCLEOTIDASE (EC 3.1.3.5) .//0. 0086:9 
6:30//H0M0 SAPIENS (HUMAN) . //P49902 

F-PLACE1009172//HYPOTHETICAL 8.7 KD PROTEIN IN GAPA-RND INTERGENIC REGIO 
N.//1.0:19:52//ESCHERICHIA COLI .//P76246 

F-PLACE1009174//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//3. le-17:47:82/ 
/HOMO SAPIENS (HUMAN) .//P391 94 

F-PLACE1009183 

F-PLACE1009186//HYPOTHETICAL 11.4 KD PROTEIN C13G6.04 IN CHROMOSOME I.// 
0.019:62:24//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q09783 
F-PLACE1009190//PALMITOYL-COA HYDROLASE (EC 3.1.2.2) (LONG-CHAIN FATTY-A 
CYL-COA HYDROLASE) (FRAGMENT) .//O. 027: 53: 28//RATTUS NORVEGICUS (RAT).//P 
80250 

F-PLACE1009200//!!! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//5.4e-28:84:71/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-PLACEl 009230// !!! ! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//2.8e-12:50:74/ 
/HOMO SAPIENS (HUMAN) . //P39189 

F-PLACE1009246//UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 7.8 KD PROTEIN 
(EC 1.10.2.2) '(MITOCHONDRIAL HINGE PliOTEIN)' (CR7) .//l.0: 17:52//S0LANUM T 
UBEROSUM (POTATO). //P48504 

F-PLACE1009298//VACU0LAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS35.//6.6e 
-41:177:53//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P341 10 
F-PLACE1009308//KERATIN, ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KERATIN). 
//O. 00034: 108:33//H0MO SAPIENS (HUMAN) .//P26371 

F-PLACE1009319//PRESYNAPTIC DENSITY PROTEIN 95 (PSD-95) .//5.3e-16:84:50/ 
/HOMO SAPIENS (HUMAN) .//P78352 

F-PLACEl 009328//L I NE-1 REVERSE TRANSCRIPTASE H0M0L0G.//6.9e-82:263:67//H 
OMO SAPIENS (HUMAN). //P08547 
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F-PLACE1009335//60S RIBOSOMAL PROTEIN L32.//0.95:7l:36//HOMO SAPIENS (HU 
MAN), MUS MUSCULUS (MOUSE), AND RATTUS NORVEGICUS (RAT) .//P02433 
F-PLACE1009338//TRANSCRIPTION FACTOR HES-5 (HAIRY AND ENHANCER OF SPLIT 
5).//0.90:42:40//MUS MUSCULUS (MOUSE) .//P70120 

F-PLACE1009368//BASIC PROLINE-RICH PEPTIDE IB-1.//0.013:33:48//HOMO SAPI 
ENS (HUMAN). //P04281 

F-PLACE1009375//HYPOTHETICAL 88.1 KD PROTEIN K02D10.1 IN CHROMOSOME III. 
//0.0022:135:21//CAENORHABDITIS ELEGANS.//P34492 

F-PLACE1009388//! ! ! ! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//4.8e-22:73:65/ 
^ /HOMO SAPIENS (HUMAN) .//P39195 

F-PLACE1009398//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//8.1e 
-83:223:65//H0M0 SAPIENS (HUMAN) .//P5 1523 

F-PLACE1009404//GLUTENIN, HIGH MOLECULAR WEIGHT SUBUNIT PW212 PRECURSOR. 
//0.047:145:29//TRITICUM AESTIVUM (WHEAT) .//P08489 

F-PLACE1009410//TOXIN C13S1C1 PRECURSOR. //0.22:2l:47//DENDR0ASPIS ANGUST 
ICEPS (EASTERN GREEN MAMBA) .//P18329 

F-PLACE1009434//NADH-UBIQUINONE OXIDOREDUCTASE SUBUNIT K (EC 1.6.5.3) (F 
RAGMENT) .//0.81:61:29//ANTHOCEROS FORMOSAE. //Q31791 

F-PLACE1009443//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66) .//9. 
le-05:93:32//MUS MUSCULUS (MOUSE). //Q62203 

F-PLACE1009444//PHOSPHATIDYLINOSITOL 4-KINASE ALPHA (EC 2.7.1.67) (PI4-K 
INASE) (PTDINS-4-KINASE) (PI4K-ALPHA).//6.4e-15:41:97//H0M0 SAPIENS (HUM 
AN).//P42356 

F-PLACE1009459//HYPOTHETICAL 42.3 KD PROTEIN C12G12.11C IN CHROMOSOME I. 
//0.0011:119:31//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q09874 
F-PLACE1009468//PHOSPHOLIPASE A-2-ACTIVATING PROTEIN (PLAP) .//4.2e-34:10 
l:75//RATTUS NORVEGICUS (RAT) .//P54319 

F-PLACE1009476//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS) 
.//0.086:21:52//HOMO SAPIENS (HUMAN) . //P30808 
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F-PLACEl 009477 

F-PLACE1009493//HYPOTHETICAL 127.3 KD PROTEIN B0416.1 IN CHROMOSOME X.// 
1.4e-18:138:39//CAEN0RHABDITIS ELEGANS.//Q11069 

F-PLACE1009524//ARF NUCLEOT I DE-BINDING SITE OPENER (ARNO PROTEIN) (ARF E 
XCHANGE FACTOR). //9.4e-80: 155 :85//H0M0 SAPIENS (HUMAN) . //Q99418 
F-PLACE1009539//GTP-BINDING NUCLEAR PROTEIN RAN/TC4.//1.0:76:26//GIARDIA 

LAMBLIA (GIARDIA INTESTINALIS) .//P38543 
F-PLACE1009542//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//0.00016:31:77// 
. HOMO SAPIENS (HUMAN) . //P39188 
^ F-PLACE1009571//ATP SYNTHASE B CHAIN (EC 3.6.1.34) (SUBUNIT I). //O. 88: 11 
6:29//STREPT0C0CCUS PNEUMONIAE. //Q59952 

F-PLACE1009581//50S RIBOSOMAL PROTEIN L32.//0.00023:37:51//RHODOBACTER C 

APSULATUS (RHODOPSEUDOMONAS CAPSULATA) . //P30788 
F-PLACE1009595 

F-PLACE1009596//HYPOTHETICAL 40.4 KD TRP-ASP REPEATS CONTAINING PROTEIN 
C14B1.4 IN CHROMOSOME III.//2.1e-36:116:49//CAEN0RHABDITIS ELEGANS.//Q17 
963 

F-PLACE1009607//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//.l .8e-43:73:69// 
HOMO SAPIENS (HUMAN) . //P39188 

#. F-PLiiCE1009613- - - 

F-PLACE1009621//TRANSCRIPTION FACTOR BTF3 HOMOLOG 2.//0.91:29:44//HOMO S 
APIENS (HUMAN) .//Q13891 

F-PLACE1009622//MATERNAL EFFECT PROTEIN STAUFEN.//1.3e-22: 132:47//DR0S0P 
HILA MELANOGASTER (FRUIT FLY) .//P25159 

F-PLACE1009637//HYPOTHETICAL 18.1 KD PROTEIN IN CFXA 3' REGION. //0. 30:28: 

57//BACTER0IDES VULGATUS. //P30905 

F-PLACE1009639//LIPASE MODULATOR PRECURSOR (LIPASE HELPER PROTEIN) ././O. 2 
3:79:31//PSEUD0M0NAS AERUGINOSA. //Q04591 

F-PLACE1009659//MEMBRANE-ASSOCIATED PROTEIN HEM-2 (BRAIN PROTEIN H19) (M 
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H19) (FRAGMENT). //3.9e-126: 227 :96//MUS MUSCULUS (MOUSE) . //P28660 
F-PLACE1009665//IG KAPPA CHAIN V-I REGION (HAU) .//O. 52:89 :35//H0M0 SAPIE 
NS (HUMAN). //P01600 

F-PLACE1009670//CYCLOMALTODEXTRIN GLUCANOTRANSFERASE PRECURSOR (EC 2.4.1 
.19) (CYCLODEXTRIN-GLYCOSYLTRANSFERASE) (CGTASE) . //O. 16: 114:29//PAENIBAC 
ILLUS MACERANS (BACILLUS MACERANS) . //P31835 - 

F-PLACE1009708//HYPOTHETICAL 143.3 KD TRP-ASP REPEATS CONTAINING PROTEIN 
C12G12.13C IN CHROMOSOME I.//9.6e-19:156:36//SCHIZ0SACCHAR0MYCES POMBE 
(FISSION YEAST). //Q09876 
^ F-PLACEl 00972 1//MSF1 PROTEIN. //7.7e-23: 176:33//SACCHAR0MYCES CEREVISIAE 
(BAKER' S YEAST) .//P35200 

F-PLACE1009731//AIG1 PROTEIN. //I. le-09: 91: 43//ARABID0PSIS THALIANA (MOUS 
E-EAR CRESS). //P54120 

F-PLACE1009763//HYPOTHETICAL 48.9 KD PROTEIN C24H6.12C IN CHROMOSOME I./ 
/8.3e-42:171:51//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q09765 
F-PLACE1009794//C-HORDEIN (CLONE PC HORl-3) (FRAGMENT) .//O. 99:36 :33//H0R 

DEUM VULGARE' (BARLEY). //P17991 

F-PLACE1009798//HYPOTHETICAL PROTEIN C22F3.14C IN CHROMOSOME I (FRAGMENT 
).//2.6e-34:191:38//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) . //Q09779 
9. F-PLACE1009845//WEB1 PROTEIN (PROTEIN TRANSPORT PROTEIN" SEC31>.//2. 26-19 
:190:33//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P38968 
F-PLACE1009861//CATHEPSIN B PRECURSOR (EC 3.4.22.1) .//4.4e-20:171:33//B0 
S TAURUS (B0VINE).//P07688 

F-PLACE1009879//HYP0THETICAL 8.7 KD PROTEIN IN RPL22-RPL23 INTERGENIC RE 
GION (ORF70).//0.99:30:33//ASTASIA LONGA (EUGLENOPHYCEAN ALGA) . //P34779 
F-PLACE1009886 

F-PLACE1009888//NONSTRUCTURAL POLYPROTEIN [CONTAINS: NONSTRUCTURAL PROTE 
IN NSP4] (FRAGMENT). //I. 0:33:42//WESTERN EQUINE ENCEPHALITIS VIRUS. //P13 
896 
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F-PLACE1009908//HYPOTHETICAL GTP-BINDING PROTEIN C3F10.16C IN CHROMOSOME 

I.//3.1e-42:205:46//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q10190 
F-PLACE1009921 

F-PLACE1009924//ATP SYNTHASE A CHAIN (EC 3.6.1.34) (PROTEIN 6). //O. 70:12 

8:29//TRYPAN0S0MA BRUCEI BRUCEI . //P24499 

F-PLACE1009925//ATP SYNTHASE D CHAIN, MITOCHONDRIAL (EC 3.6.1.34) .//O. 99 
:lll:27//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P30902 
F-PLACE1009935//HYPOTHETICAL PROTEIN MJ0258. //O . 063: 75 : 32//METHAN0C0CCUS 

JANNASCHII.//Q57706 

^ F-PLACE1009947//NEUR0GRANIN (NG) (P17) (B-50 IMMUNOREACTIVE C-KINASE SUB 
STRATE) (BICKS) (FRAGMENT) .//0:33:51:45//BOS TAURUS (BOVINE) .//P35722 
F-PLACE1009971//MIPP PROTEIN (MURINE lAP-PROMOTED PLACENTA-EXPRESSED PRO 
TEIN).//0.022:84:27//MUS MUSCULUS (MOUSE) . //P28575 

F-PLACE1009992//BONE MORPHOGENETIC PROTEIN 1 PRECURSOR (EC 3.4.24.-) (BM 
P-1).//O.0001l:35:51//HOMO SAPIENS (HUMAN) .//P13497 

F-PLACE1009995//TROPOMYOSIN, SMOOTH MUSCLE/FIBROBLAST CTMl. 7/0.052:185: 2 

2//CI0NA INTESTINALIS.//Q07068 

F-PLACE1009997//TRANSCRIPTION ELONGATION FACTOR S-II (RNA POLYMERASE II 
ELONGATION FACTOR DMS-II) (TFIIS) .//0.68:98:28//DROSOPHILA MELANOGASTER 

- (FRUIT FtY-) .//P20232 - . - . - -- _ . 

F-PLACE1010023//HYPOTHETICAL 83.8 KD PROTEIN C27F2.7 IN CHROMOSOME III./ 
/6 . 6e-06 : 1 1 1 : 32//CAEN0RHABDIT I S ELEGANS . //Q18262 

F-PLACE1010031//HYPOTHETICAL 24.1 KD PROTEIN IN LEF4-P33 INTERGENIC REGI 
ON.//0.0024:72:33//AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (AC 
MNPV).//P41479 

F-PLACE1010053//HYPOTHETICAL PROTEIN HI0593.//0.83:24:45//HAEMOPHILUS IN 

FLUENZAE.//P44022 

F-PLACE1010069 

F-PLACE1010074//VACUOLAR PROTEIN SORTING- ASSOCIATED PROTEIN VPS5.//0.000 
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27:192:28//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //Q92331 
F-PLACE1010076//HUNCHBACK PROTEIN (FRAGMENT) .//0.80:39:30//SCIARA COPROP 
HILA (FUNGUS GNAT) .//QO 1790 

F-PLACE1010083//RHO-GAP HEMATOPOIETIC PROTEIN CI (P115) (KIAA0131) .//2.7 

e-48:177:46//H0M0 SAPIENS (HUMAN) . //P98171 

F-PLACE1010089//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 11 (EC 3.1.2.15) ( 
UBIQUITIN THIOLESTERASE 11) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 13) 
(DEUBIQUITINATING ENZYME 11) (KIAA0055) .//7.9e-07:55:43//HOMO SAPIENS (H 
UMAN).//P40818 

F-PLACE1010096//100 KD PROTEIN (EC 6.3.2.-) .//1.0e-107:232:90//RATTUS NO 
RVEGICUS (RAT).//Q62671 

F-PLACE1010102//DNA-DIRECTED RNA POLYMERASE SUBUNIT N (EC 2. 7. 7. 6), //I. 0 

:33:45//NETHAN0C0CCUS JANNASCHI I . //Q57649 

F-PLACE1010105//RING CANAL PROTEIN (KELCH PROTEIN) .//I. 2e-47:200:46//DRO 
SOPHILA MELANOGASTER (FRUIT FLY) . //Q04652 

F-PLACE1010106//RETR0VIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TR 
ANSCRIPTASE (EC 2.7.7.49); ENDONUCLEASE] .//1.2e-14:94:41//MUS MUSCULUS ( 
MOUSE). //P11369 

F-PLACE1010134//HYPOTHETICAL 171.5" KD HELICASE IN NUT1-AR02 INTERGENIC R 
EGION. //4.0e-28:78:76//SACCHAR0MYCES CEREVISIAE (BAKER* S YEAST) ://P531 15 
F-PLACE 1 0 1 0 1 48/ /G AR2 PROTE I N . / / 2 . 6e-05 : 1 80 : 26 / /SCH I ZOSACCHAROMYCES POMBE 

(FISSION YEAST). //P41891 
F-PLACE1010152//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE . 64E (EC 3.1.2.15) 
(UBIQUITIN THIOLESTERASE 64E) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 64 
E) (DEUBIQUITINATING ENZYME 64E) .//2.1e-59:227:54//DR0S0PHILA MELANOGAST 
ER (FRUIT FLY).//Q24574 

F-PLACE1010181//MALE SPECIFIC SPERM PROTEIN MST87F.//0.39: 12:58//DR0S0PH 
ILA MELANOGASTER (FRUIT FLY) .//P08175 

F-PLACE1010194//SPLICING FACTOR, ARGININE/SERINE-RICH 2 (SPLICING FACTOR 
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SC35) (SC-35) (SPLICING COMPONENT, 35 KD) (PR264 PROTEIN) .//I. 4e-07: 95: 
43//GALLUS CALLUS (CHICKEN) .//P30352 

F-PLACE1010202//TRISTETRAPROLINE (TTP) (TISUA) (TISU) (ZFP-36) .//0.094 
:109:29//RATTUS NORVEGICUS (RAT) . //P47973 

F-PLACE1010231//LANTIBIOTIC NISIN A PRECURSOR. //O. 99: 4.2 :35//LACT0C0CCUS 
LACTIS (SUBSP. LACTIS) (STREPTOCOCCUS LACTIS) .//P13068 
F-PLACE1010261//SEGREGATION DISTORTER PROTEIN. //6 . Oe-71 :201 : 62//DR0S0PHI 
LA MELANOGASTER (FRUIT FLY) .//P25722 
F-PLACE1010270 

F-PLACE1010274//HYPOTHETICAL 16.2 KD PROTEIN C4F8.01 IN CHROMOSOME I.//4 
.4e^08:100:26//SCHIZOSACCHAROMYCES. POMBE (FISSION YEAST) .//014177 
F-PLACE1010293//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//3.9e-26: 94:64// 

HOMO SAPIENS (HUMAN) . //P39188 

F-PLACE1010310//SYNAPSINS lA AND IB.//5.7e-09:89:37//RATTUS NORVEGICUS ( 
RAT).//P09951 

F-PLACE1010321//IMMEDIATE-EARLY PROTEIN IE180.//0.033:145:31//PSEUDORABI 
ES VIRUS (STRAIN KAPLAN) (PRV) .//P33479 

F-PLACE1010324//MAST CELL DEGRANULATING PEPTIDE (MCDP) (MCD) .//0.60:25:4 
8//MEGAB0MBUS PENNSYLVANICUS (AMERICAN COMMON BUMBLEBEE) . //P04567 
F-PLACE1010329//TOXIN S5CI0. //I. 0:"39:33//DENDROASP1S JAMESON! KAIMOSAE ( 
EASTERN JAMESON'S MAMBA) .//P01419 

F-PLACE1010341//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//0.0049:49:55// 
HOMO SAPIENS (HUMAN) . //P39189 

F-PLACE1010362//VARIANT-SURFACE-GLYCOPROTEIN PHOSPHOLIPASE C (EC 3.1.4.4 
7) (VSG LIPASE) (GLYCOSYLPHOSPHATIDYLINOSITOL-SPECIFIC PHOSPHOLIPASE C) 
(GPI-PLC) . //O . 0034:89:30//TRYPANOSOMA CRUZI . //015886 

F-PLACE1010364//NADH-UBIQUIN0NE OXIDOREDUCTASE B17 SUBUNIT (EC 1.6.5.3) 
(EC 1.6.99.3) (COMPLEX I-B17) (CI-B17) .//1.0:40:35//SUS SCROFA (PIG).//Q 
29259 



2 5 11 



ailiE# 2002-3046780 



i|f2000 — 183767 

F-PLACEl 010383 

F-PLACE1010401//140 KD NUCLEOLAR PHOSPHOPROTEIN (N0PP140) .//O. 10:174:22/ 
/RATTUS NORVEGICUS (RAT) . //P41777 

F-PLACE1010481//HYPOTHETICAL 71.9 KD PROTEIN B0285.5 IN CHROMOSOME III./ 

/1.5e-2l:l70:35//CAENORHABDITIS ELEGANS.//P46555 

F-PLACE1010491//HYPOTHETICAL 13.5 KD PROTEIN IN MOBl-SGAl INTERGENIC REG 
ION.//1.0:3l:41//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P40490 
F-PLACE1010492//HYPOTHETICAL 42.3 KD PROTEIN C12G12.11C IN CHROMOSOME I. 
//0.77:97:30//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q09874 
F-PLACE1010522//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930). //O. 7 
4:45:37//H0M0 SAPIENS (HUMAN) . //P22531 

F-PLACE1010529//DELTA l-PYRROLINE-5-CARBOXYLATE SYNTHETASE (P5CS) [CONTA 
INS: GLUTAMATE 5-KINASE (EC 2.7.2.11) (GAMMA-GLUTAMYL KINASE) (GK) ; GAMM 
A-GLUTAMYL PHOSPHATE REDUCTASE (GPR) (EC 1.2.1.41) (GLUTAMATE-5-SEMIALDE 
HYDE DEHYDROGENASE) (GLUTAMYL-GAMMA-SEM I ALDEHYDE DEHYDROGENASE)] .//O. 70: 
58:39//VIGNA ACONITIFOLIA (MOTHBEAN) . //P32296 

F-PLACE1010547//HYPOTHETICAL 31.0 KD PROTEIN IN BUD9-RME1 INTERGENIC REG 
ION.//0.17:68:39//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P53227 
F-PLACE1010562//CHLOROPLAST SOS RIBOSOMAL PROTEIN L33.//0.^0:48:29//P0RP 
HYRA PURPUREA. //P51255 " " 
F-PLACE1010579//HYPOTHETICAL PROTEIN HI1571.//0.29:37:43//HAEMOPHILUS IN 
FLUENZAE.//P44260 

F-PLACE1010580//PUTATIVE ATP-DEPENDENT RNA HELICASE C12C2.06.//3.3e-38: 1 
78:48//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) . //Q09747 
F-PLACE1010599//PEROXISOMAL MEMBRANE PROTEIN PERIO (PEROXIN-14) . //4.6e-l 
7:192:31//PICHIA ANGUSTA (YEAST) (HANSENULA POLYMORPHA) .//P78723 
F-PLACE1010816//HYPOTHEtlCAL 9.2 KD PROTEIN IN RNPA 3' REGION. //0. 44:32:3 
7//PSEUD0M0NAS PUTIDA.//P25753 

F-PLACE1010622//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. //5.0e-06: 102: 
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42//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P32323 

F-PLACE1010624//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: P 
EPTIDE P-D] (FRAGMENT). //O. 00036: 134 :32//H0M0 SAPIENS (HUMAN) .//P10162 
F-PLACE1010628 

F-PLACE1010629//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//2.7e-12:37:81/ 

/HOMO SAPIENS (HUMAN) .//P39194 

F-PLACE1010630 

F-PLACE1010631//WNT-5B PROTEIN (FRAGMENT) .//O. 49:62 :30//EUMECES SKILTONI 
ANUS (WESTERN SKINK) . //P28118 

F-PLACE1010661//MATERNAL EXUPERANTIA 2 PROTEIN.//1.0:95:30//DROSOPHILA P 
SEUDOOBSCURA (FRUIT FLY) .//Q24617 

F-PLACE1010662//UDP-GLUCOSE:GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR ( 
EC 2.4.1.-) (DUGT).//3.2e-05:ll7:24//DROSOPHILA MELANOGASTER (FRUIT FLY) 
.//Q09332 

F-PLACE1010702//ZINC FINGER PROTEIN 195.//1.4e-62:117:62//H0M0 SAPIENS ( 

HUMAN). //014628 

F-PLACE1010714 

F-PLACE1010720//CHROMOSOME ASSEMBLY PROTEIN XCAP-C.//l.le-64:176:76//XEN 
OPUS LAEVIS (AFRICAN CLAWED FROG) .//P50532 

F-PLACE1010739//TAT PROTEIN" (TRANS4CTIVATING REGULATORY PROTEIN) (FRAGME 
NT).//0.97:31:41//HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (BH5 ISOLATE) (HIV 
-1).//P04612 

F-PLACE1010743//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//3.8e-05: 253: 30//M 
US MUSCULUS (MOUSE). //P05143 

F-PLACE1010761//HYPOTHETICAL 37.0 KD PROTEIN B0495.8 IN CHROMOSOME II.// 
1.5e-14:175:25//CAEN0RHABDITIS ELEGANS.//Q09217 

F-PLACE1010771//TRANSCRIPTIONAL REGULATOR PROTEIN HCNGP.//1.3e-120:216:8 
9//MUS MUSCULUS (MOUSE) .//Q02614 

F-PLACE1010786//CENTROSOMIN (ARROW PROTEIN) .//0.97:133:24//DROSOPHILA ME 
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LANOGASTER (FRUIT FLY) . //P54623 

F-PLACE1010800//HYPOTHETICAL 31.7 KD PROTEIN IN TRAX-FINO INTERGENIC REG 
ION (ORFC).//0.0060:lll:31//ESCHERICHIA COLI .//Q99390 
F-PLACE1010802//UREASE ACCESSORY PROTEIN UREI .//0.82:44:29//BACILLUS SP. 

(STRAIN TB-90).//Q07415 
F-PLACEl 01 0811 //CYTOCHROME C-551 (C551) .//O. 99:42 :38//ECT0THI0RH0D0SPIRA 

HAL0CHL0RIS.//P38587 
F-PLACE1010833//CALTRACTIN, ISOFORM 1 (CENTRIN) .//2.8e-09:90:34//HOMO SA 
PIENS (HUMAN). //P41208 

F-PLACE1010856//MOLT-INHIBITING HORMONE (MIH) .//1.0:32:37//PROCAMBARUS C 
LARKII (RED SWAMP CRAYFISH) .//P55848 

F-PLACE1010857//IG ALPHA-1 CHAIN C REGION. //0.49:73:34//GORILLA GORILLA 
GORILLA (LOWLAND GORILLA) . //P20758 

F-PLACE1010870//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTFIO) (HPF7 
).//1.2e-56:173:58//H0M0 SAPIENS (HUMAN) . //Q05481 

F-PLACE1010877//HEAT SHOCK PROTEIN 82.//0.13:130:25//ZEA MAYS (MAIZE).// 
Q08277 

F-PLACEl 01 0891 //HYPOTHETICAL 8.2 KD PROTEIN IN BLTR-SPOIIIC INTERGENIC R 
EGION.//0.95:51:27//BACILLUS SUBTILIS.//P54436 

F-PLACE1010896//SERINE/THREONrNE-PROTErN KINASE" PTKl/STKl (EC '2.7. 1 . -) . / 
/0.98:71:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P36002 
F-PLACE1010900//HYPOTHETICAL PROTEIN HI0840.//1.0:42:30//HAEMOPHILUS INF 
LUENZAE.//P44897 

F-PLACE1010916//KERATIN, HIGH-SULFUR MATRIX PROTEIN, IIIB3.//0. 060:59:35 
//OVIS ARIES (SHEEP). //P02444 

F-PLACE1010917//E2 GLYCOPROTEIN PRECURSOR (SPIKE GLYCOPROTEIN) (PEPLOMER 

PROTEIN). //O. 71: 141 :24//B0VINE CORONAVIRUS (STRAIN L9).//P25191 
F-PLACE1010925//HYPOTHETICAL 8.1 KD PROTEIN. //I. 0: 17:58//THERM0PR0TEUS T 
ENAX VIRUS 1 (STRAIN KRAI) (TTVl) .//P19285 
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F-PLACE1010926//HYPOTHETICAL PROLINE-RICH PROTEIN KIAA0269.//0. 011:51:45 
//HOMO SAPIENS (HUMAN) . //Q92558 

F-PLACE1010942//EPIDERMAL GROWTH FACTOR RECEPTOR SUBSTRATE SUBSTRATE 15 
(PROTEIN EPS15).//3.1e-09:64:37//MUS MUSCULUS (MOUSE) . //P42567 
F-PLACE1010944//GAP JUNCTION ALPHA-3 PROTEIN (CONNEXIN 44) (CX44) .//0.17 
:71:38//B0S TAURUS (BOVINE) .//P41987 
F-PLACE1010947 ' 

F-PLACE1010954//TROPOMYOSIN ALPHA CHAIN, SKELETAL MUSCLE. //O. Oil: 144:26/ 
/HOMO SAPIENS (HUMAN) .//P09493 

F-PLACE1010960//ACTIN-LIKE PROTEIN 13E.//1. le-60: 136:52//DR0S0PHILA MELA 

NOGASTER (FRUIT FLY) . //P45890 

F-PLACE1010965 

F-PLACE1011026//PERIOD CLOCK PROTEIN (FRAGMENT) .//I. 0:64:31//DROSOPHILA 
ANANASSAE (FRUIT FLY) .//Q03293 

F-PLACE1011032//RIBONUCLEASE HI (EC 3.1.26.4) (RNASE HI) (RIBONUCLEASE H 
) (RNASE H).//1.0:32:37//SALM0NELLA TYPHIMURIUM.//P23329 
F-PLACE1011041//HOMEOBOX PROTEIN VAB-7.//0.36:65:30//CAENORHABDITIS ELEG 
ANS.//Q93899 

F-PLACEl 0 1 1 046// i-PHOSPHAT I DYL I NOS I TOL-4 , 5-B I SPHOSPHATE PHOSPHOD I ESTERAS 
E'BETA r(EC 3:1.4.11) (PLC-BETA-1)" (PHOSPHOLIPASE G-BETA-1> (PLC-I) (PL 
C-154).//1.3e-22:58:93//RATTUS NORVEGICUS (RAT) . //PI 0687 
F-PLACE1011054//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//1.6e-07:38:73/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-PLACE1011056//HI STONE Hl.//2.2e-10:109:41//PISUM SATIVUM (GARDEN PEA). 

//P08283 

F-PLACE1011057 

F-PLACE1011090//HYPOTHETICAL 33.8 KD PROTEIN IN TWT1-FL05 INTERGENIC REG 
ION.//1.8e-07:133:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P38892 
F-PLACE1011109//EL0NGATION FACTOR G, MITOCHONDRIAL PRECURSOR (MEF-G).//5 
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.4e-25:63:88//RATTUS NORVEGICUS (RAT) .//Q07803 

F-PLACE1011114//PUTATIVE ATP-DEPENDENT RNA HELICASE ClF7.02C.//8.4e-31: 1 
57:45//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) . //Q09916 
F-PLACE1011133//SERUM AMYLOID P-COMPONENT PRECURSOR (SAP) (9.5S ALPHA-1- 
GLYC0PROTEIN).//0.92:58:31//HOMO SAPIENS (HUMAN) . //P02743 
F-PLACE1011143//PROBABLE E5 PROTEIN. //O. 24: 42 :35//HUMAN PAPILLOMAVIRUS T 
YPE 31.//P17385 

F-PLACE1011160//EARLY NODULIN 55-2 PRECURSOR (N-55-2) (NODULIN-315) . //O. 

88:98:27//GLYCINE MAX (SOYBEAN) . //Q02917 

F-PLACE1011165//HISTIDINE-RICH PROTEIN. //0.013:13:76//PLASMODIUM FALCIPA 
RUM (ISOLATE FCM17 / SENEGAL) .//P14586 

F-PLACE1011185//! !!! ALU SUBFAMILY J WARNING ENTRY !!! !//1.4e-13: 98:50// 

HOMO SAPIENS (HUMAN) . //P39188 
F-PLACE1011203 

F-PLACE1011214//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//1.0:48:27// 
EQUUS ASINUS (DONKEY) . //P92479 

F-PLACE1011219//PROBABLE OXIDOREDUCTASE (EC 1. -.-.-) .//I. 9e-15:162:31//S 
TREPTOMYCES ANT I B I OT I CUS . / /Q03326 

F-PLACE1011221//ANTITHROMBIN-III HOMOLOG.//0.84:74:33//FOWLPOX VIRUS (IS 
OLATE 8P-4381MUNICH] ) .7/P14369 

F-PLACE1011229//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 4 (EC 3.1.2.15) (U 
BIQUITIN THIOLESTERASE 4) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DE 
UBIQUITINATING ENZYME 4) (UBIQUITOUS NUCLEAR PROTEIN HOMOLOG) .//3.5e-86: 
218:68//H0M0 SAPIENS (HUMAN) .//Q13107 

F-PLACE1011263//ANKYRIN, BRAIN VARIANT 2 (ANKYRIN B) (ANKYRIN, NONERYTHR 
OID) (FRAGMENT). //3.0e-07:99:36//HOMO SAPIENS (HUMAN) .//Q01485 
F-PLACE1011273 

F-PLACE1011291//PROTEIN KINASE C SUBSTRATE 80 KD PROTEIN (FRAGMENTS) . //O 
.011:36:50//RATTUS NORVEGICUS (RAT) . //P20468 



2 5 16 



2002-3046780 



4^2 000 — 183767 



F-PLACE1011296//HOMEOBOX PROTEIN DLX-6.//0.76:55:32//BRACHYDANIO RERIO ( 
ZEBRAFISH) (ZEBRA DANIO) . //Q98877 

F-PLACE1011310//ATP SYNTHASE PROTEIN 9, MITOCHONDRIAL (EC 3.8.1.34) (LIP 
ID-BINDING PROTEIN). //0.46:43:44//PETUNIA SP. (PETUNIA) .//Q07060 
F-PLAGE1011325//HYPOTHETICAL 222.8 KD PROTEIN C1F3.06C IN CHROMOSOME I./ 
/O. 00021: 171 :27//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q10411 
F-PLACE1011332//DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRTlOl PRECURSOR.// 
7.3e-27:ll3:52//ARABID0PSIS THALIANA (MOUSE-EAR CRESS) .//Q052 11 
F-PLACE1011340//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.6e-07:40:62// 
^ HOMO SAPIENS. (HUMAN). //P39188 

F-PLACE1011371//INTER-ALPHA-TRYPSIN INHIBITOR HEAVY CHAIN H2 PRECURSOR ( 
ITI HEAVY CHAIN H2) .//2.2e-54:227:44//MUS NUSCULUS (MOUSE) .//Q6 1703 
F-PLACE1011375//PROBABLE E5 PROTEIN. //O. 93: 28:57//HUMAN PAPILLOMAVIRUS T 
YPE 51.//P26553 

F-PLACE1011399//HISTONE H2B-IV.7/0. 19: 129:27//V0LV0X CARTER I .//P16868 
F-PLACE1011419 

F-PLACE1011433//ZINC FINGER PROTEIN GLI3 (FRAGMENT) .//3.4e-05: 133: 24//GA 
LLUSGALLUS (CHICKEN). //P55879 

F-PLACE1011452//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//3.9e-25:76:63//H0 

o 

- MO SAPIENS (HUMAN) . //P08547 - - - 

F-PLACE1011465//ECTODERMAL DYSPLASIA PROTEIN (EDA PROTEIN) .//O. 97: 36: 41/ 
/HOMO SAPIENS (HUMAN) .//Q92838 

F-PLACE1011472//METALLOTHIONEIN-1 (CUMT-1) .//0.084:55:30//HOMARUS AMERIC 
ANUS (AMERICAN LOBSTER) , //P29499 

F-PLACE1011477//CELL SURFACE GLYCOPROTEIN 1 PRECURSOR (OUTER LAYER PROTE 
IN B) (S-LAYER PROTEIN 1) .//0.028: 129:34//CL0STRIDIUM THERMOCELLUM.//Q06 
852 

F-PLACE1011492//NON-GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PRECURSO 
R (CTPT).//2.9e-13:147:31//BRASSICA OLERACEA (CAULIFLOWER) .//P52178 
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F-PLACE1011503//PUTATIVE FERREDOX IN-LIKE PROTEIN IN PURL-DPJ INTERGENIC 

REGION (086).//0.66:32:40//ESCHERICHIA COLI .//P52102 

F-PLACE1011520 

F-PLACE1011563//LORICRIN.//0.00023:112:39//HbMO SAPIENS (HUMAN) . //P23490 
F-PLACE1011567//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//9.2e-31:78:76/ 
/HOMO SAPIENS (HUMAN) .//P391 95 

F-PLACE1011576//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTFIO) (HPF7 . 
).//1.5e-32:45:86//H0M0 SAPIENS (HUMAN) . //Q05481 

F-PLACE1011586//N-TYPE CALCIUM CHANNEL ALPHA-IB SUBUNIT (OMEGA-CONOTOXIN 
-SENSITIVE N- TYPE, BRAIN CALCIUM CHANNEL ALPHA-1 SUBUNIT) .7/0.26:81:37/ 
/HOMO SAPIENS (HUMAN) . //Q00975 

F-PLACE1011635//IMMEDIATE-EARLY PROTEIN IE180.//0. 00045: 170:30//PSEUDORA 
BIES VIRUS (STRAIN INDIANA-FUNKHAUSER / BECKER) (PRV) .//P11675 
F-PLACEIO 11641 

F-PLACE1011643//CUTICLE COLLAGEN 40.//1.0: 128:32//CAEN0RHABDITIS ELEGANS 
.//P34804 

F-PLACE1011646//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//l.le-15:44:63// 
HOMO SAPIENS (HUMAN) .//P39188 

F-PLACE1011649/ /HYPOTHETICAL PROTEIN F-215.//0.48: 106:34//HUMAN ADENOVIR 
US TYPE 2://P03291 " ~ " ' 

F-PLACElO 11650 

F-PLACE1011664//CROOKED NECK PROTEIN. //I. 2e-79:201:68//DROSOPHILA MELANO 
GASTER (FRUIT FLY) . //P17886 

F-PLACElOl 1675//FERRED0XIN . //I . 0 : 44 : 29//METHAN0C0CCUS THERMOLITHOTROPHIC 

US.//P21305 

F-PLACE1011682//HYPOTHETICAL 7.0 KD PROTEIN IN RPS26A-C0X4 INTERGENIC RE 
GION.//1.0:40:22//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53098 
F-PLACE1011719//NEUROTOXIN TX2-6.//0.90:3l:35//PHONEUTRIA NIGRIVENTER (B 
RAZILIAN ARMED SPIDER) .//P29425 
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F-PLACE1011725//NUCLEOBINDIN PRECURSOR (NUCBl) (BONE 63 KD CALCIUM-BINDI 
NG PROTEIN). //O. 0065: 125 :25//RATTUS NORVEGICUS (RAT) . //Q63083 
F-PLACE1011729//SRY-RELATED PROTEIN LG27 (FRAGMENT) .//O. 97:48 :39//EUBLEP 
HARIS MACULAR I US. //P40654 
F-PLACE1011749 

F-PLACE1011762//D-BINDING PROTEIN (DBP) (ALBUMIN D BOX-BINDING PROTEIN). 

//0.028:9l:39//MUS MUSCULUS (MOUSE) . //Q60925 

F-PLACE1011778 

F-PLACE1011783//EMBRYONIC GROWTH/DIFFERENTIATION FACTOR 1 PRECURSOR (GDF 
© -l).//0.97:48:43//MUS MUSCULUS (MOUSE). //P20863 

F-PLACE1011858//C0LLAGEN 1(X) CHAIN PRECURSOR. //O. 0027: 154: 33//B0S TAURU 
S (B0VINE).//P23206 

F-PLACE1011874//BACTERIOCHL0ROPHYLL A PROTEIN (BCHL A PROTEIN) (BCP).//1 
.0:60:26//PROSTHECOCHLORIS AESTUARII.//P11741 

F-PLACE1011875//HYPOTHETICAL 6.6 KD PROTEIN IN GP54-ALT INTERGENIC REGIO 
N.//0.99:34:35//BACTERIOPHAGE T4.//P39495 

F-PLACE1011891//SMOOTHELIN.//0.018:122:31//HOMO SAPIENS (HUNAN) .//P53814 
F-PLACE1011896//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN) .//6. 
3e-09:203:35//XENOPUS LAEVIS (AFRICAN CLAWED FROG) .//P17437 
^ F-PLACE1011922/:/CRYPTDIN-RELA-TED PROTEIN 4e-2 PRECURSOR- (CRS4C) . //O = 067: 
37:48//MUS MUSCULUS (MOUSE) . //P50715 

F-PLACE1011923//SERINE/THREONINE-PROTEIN KINASE SNK (EC 2.7.1.-) (SERUM 
INDUCIBLE KINASE). //I. 5e-83:175:89//MUS MUSCULUS (MOUSE) .//P53351 
F-PLACE1011962//MATING-TYPE PHEROMONE BAP1(2) PRECURSOR. //O. 50: 46: 41 //SC 
HIZOPHYLLUM COMMUNE (BRACKET FUNGUS) . //Q02593 

F-PLACE1011964//LINE-1 REVERSE TRANSCRIPTASE HOMOL0G.//1.6e-05:47:51//NY 
CTICEBUS COUCANG (SLOW LORIS) .//P08548 

F-PLACE1011982//APICAL MEMBRANE ANTIGEN 1 PRECURSOR (MEROZOITE SURFACE A 
NTIGEN) .//O. 98:83: 31//PLASM0DIUM FRAGILE. //P22622 
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F-PLACE1011995 

F-PLACE1012031//HYPOTHETICAL PROTEIN KIAA0254.//0.032:62:33//HOMO SAPIEN 
S (HUMAN). //Q92543 

F-PLACE2000003//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//5.4e-18:63:73/ 

/HOMO SAPIENS (HUMAN) .//P39193 

F-PLACE2000006// ANNEX IN VII (SYNEXIN) (FRAGMENT) .//O. 14:20 :50//BOS TAURU 
S (BOVINE). //P20072 

F-PLACE2000007//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//O. 0045: 176: 30//MU 
S MUSCULUS (MOUSE). //P05143 

F-PLACE20000 11 //!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! 1 !//3.6e-25:57:78/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-PLACE2000014//HYPOTHETICAL HELICASE C28H8.3 IN CHROMOSOME I I I. //O. 0001 

3:237:27//CAEN0RHABDITIS ELEGANS. //Q09475 

F-PLACE2000015//!in ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//1.4e-33:60:80/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-PLACE2000017//FOLATE RECEPTOR BETA PRECURSOR (FR-BETA) (FOLATE RECEPTO 
R 2) (FOLATE RECEPTOR, FETAL/PLACENTAL) (PLACENTAL FOLATE-BINDING PROTEI 
N) (FBP).//1.0:83:31//HOMO SAPIENS (HUMAN) .//P14207 

F-PLACE2000021//EPHRIN TYPE-A RECEPTOR 4 PRECURSOR (EC 2.7.1.112) (TYROS 
-INE-PROTEIN KINASE -RECEPTOR eEK8)-.//0. 99:103: 26//GALfcUS GALLUS -(CHICKEN) - " 
.//Q07496 

F-PLACE2000030//MALE SPECIFIC SPERM PROTEIN MST84DA.//0.69:29:44//DR0S0P 
HILA MELANOGASTER (FRUIT FLY) .//Q01642 

F-PLACE2000033//PR0BABLE OXIDOREDUCTASE (EC 1. -.-.-) .//I. le-05:74:41//ST 
REPTOMYCES ANTIBIOTICUS. //Q03326 

F-PLACE2000034//AXONIN-1 PRECURSOR (AXONAL GLYCOPROTEIN TAG-1) (TRANSIEN 
T AXONAL GLYCOPROTEIN 1) .//6.7e-18:191:35//H0M0 SAPIENS (HUMAN) .//Q02246 
F-PLACE2000039//DYNEIN HEAVY CHAIN, CYTOSOLIC (DYHC) (MAP IC) .//4.7e-80: 
163:96//RATTUS NORVEGIGUS (RAT) .//P38650 
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F-PLACE2000047// ! ! ! ! ALU SUBFAMILY SB2 WARNING ENTRY ! ! ! !//6.4e-06:63:49 
//HOMO SAPIENS (HUMAN) .//P39191 

F-PLACE2000050//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//3.2e-22:74:64/ 
/HOMO SAPIENS (HUMAN) .//P39192 

F-PLACE2000061 

F-PLACE2000062//GLUCOSE STARVATION- INDUCIBLE PROTEIN B (GENERAL STRESS P 
ROTEIN B).//1.9e-06:108:37//BACILLUS SUBTILIS.//P26907 
F-PLACE2000072//ZINC FINGER PROTEIN 165.//3.5e-34: 175:49//H0M0 SAPIENS ( 
HUMAN) .//P49910 

F-PLACE2000.097//RIB0NUCLEASE PANCREATIC (EC 3.1.27.5) (RNASE 1) (RNASE A 

).//0.36:39:38//0NDATRA ZIBETHICUS (MUSKRAT) .//P00681 

F-PLACE2000100 

F-PLACE2000103//TUBULIN ALPHA-4 CHAIN (FRAGMENTS) . //O. 18:32 :37//ZEA MAYS 
(MAIZE).//P33626 

F-PLACE2000111//CMRF35 ANTIGEN PRECURSOR. //O. 056: 107 :27//H0M0 SAPIENS (H 
UMAN).//Q08708 

F-PLACE2000115//DIAMINOPIMELATE EPIMERASE (EC 5.1.1.7) (DAP EPIMERASE) ( 
FRAGMENT) . / / 1 . 0 : 2 1 : 52//CL0STR I D I UM PERFR I NGENS . //Q46 185 
F-PLACE2000124//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!! !//3.4e-37: 108:68 
//HOMO SAPIENS (HUMAN). //P391 94 " ~ — - 

F-PLACE2000132//PROBABLE MEMBRANE ANTIGEN GP85.//0.99:133:29//EPSTEIN-BA 
RR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03224 
F-PLACE2000136//VASOACTIVE INTESTINAL POLYPEPTIDE RECEPTOR 2 PRECURSOR ( 
VIP-R-2) (PITUITARY ADENYLATE CYCLASE ACTIVATING POLYPEPTIDE TYPE III RE 
CEPTOR) (PACAP TYPE III RECEPTOR) (PACAP-R-3) .//O. 83:65 :32//MUS MUSCULUS 

(MOUSE). //P41588 
F-PLACE2000140 

F-PLACE2000164//TIPD PROTEIN. //5. 7e-12: 190:28//DICTYOSTELIUM DISCOIDEUM 
(SLIME M0LD).//015736 
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F-PLACE200G170//BACTERIOCIN CARNOBACTERIOCIN BMl PRECURSOR (CARNOBACTERI 
OCIN B1).//1.0:30:26//CARNOBACTERIUM PISCIC0LA.//P38579 
F-PLACE2000172 

F-PLACE2000176//HYPOTHETICAL PROTE I N AF0526 . //O . 76 : 44 : 43//ARCHAE0GL0BUS 
FULGIDUS.//029724 

F-PLACE2000187//EM-LIKE PROTEIN GEA6.//0.84:42:35//ARABIDOPSIS. THALIANA 

(MOUSE-EAR CRESS). //Q02973 

F-PLACE2000216 

F-PLACE2000223//NEUROTOXIN III (LQQ III) .//0.99:38:34//LEIURUS QUINQUEST 

RIATUS QUINQUESTRIATUS (EGYPTIAN SCORPION) .//P01487 

F-PLACE2000235 

F-PLACE2000246//RING CANAL PROTEIN (KELCH PROTEIN) .//5.1e-37: 121: 42//DR0 
SOPHILA MELANOGASTER (FRUIT FLY) . //Q04652 

F-PLACE2000264//!!.!! ALU SUBFAMILY SB2 WARNING ENTRY ! ! ! !//2.4e-05:77:42 
//HOMO SAPIENS (HUMAN) .//P39191 

F-PLACE2000274//DYNEIN BETA CHAIN, CILIARY. //5.3e-46:232:45//TRIPNEUSTES 

GRATILLA (HAWAIAN SEA URCHIN) . //P23098 
F-PLACE2000302//TRICHOHYALIN.//1.5e-06:215:29//ORYCTOLAGUS CUNICULUS (RA 
BBIT).//P37709 

F-PLACE20003d5// I! i ! ALU SUBFAMILY J WARNING ENTRY I! !!7/5.3e-06:33 : 66// 
HOMO SAPIENS (HUMAN) . //P39188 

F-PLACE2000317//TOXIN C13S1C1 PRECURSOR. //0.44:45:33//DENDROASPIS ANGUST 
ICEPS (EASTERN GREEN MAMBA) . //P18329 

F-PLACE2000335//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//7.9e-08:35:71/ 
/HOMO SAPIENS (HUMAN) . //P39195 

F-PLACE2000341 //SODIUM/GLUCOSE COTRANSPORTER 1 (NA(+) /GLUCOSE COTRANSPOR 
TER 1) (HIGH AFFINITY SODIUM-GLUCOSE COTRANSPORTER) .//O. 014: 141: 24//0RYC 
TOLAGUS CUNICULUS (RABBIT) .//P11170 

F-PLACE2000342//HYPOTHETICAL 24.1 KD PROTEIN IN LEF4-P33 INTERGENIC REGI 
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ON.//5.7e-09:96:38//AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (A 
CMNPV).//P41479 

F-PLACE2000347//ZINC FINGER PROTEIN 177.//5.9e-05:49:53//HOMO SAPIENS (H 
UMAN).//Q13360 

F-PLACE2000359//! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//7.5e-10:69:52/ 

/HOMO SAPIENS (HUMAN) .//P391 94 

F-PLACE2000366 

F-PLACE2000371//ATROPHIN-1 (DENTATORUBRAL-PALLIDOLUYSIAN ATROPHY PROTEIN 

).//1.5e-05:216:29//HOMO SAPIENS (HUMAN) . //P54259 

F-PLACE2000373//MAX BINDING PROTEIN MNT (ROX PROTEIN) (MYC ANTAGONIST MN 
T).//0.27:63:33//HOMO SAPIENS (HUMAN) . //Q99583 

F-PLACE2000379//HYPOTHETICAL GENE 1 PROTEIN. //0.72:120:31//EQUINE HERPES 
VIRUS TYPE 1 (STRAIN AB4P) (EHV-1) . //P28978 

F-PLACE20003,94//BASIC PROLINE-RICH PEPTIDE P-E (IB-9) .//0.95:40:42//HOMO 

SAPIENS (HUMAN). //P02811 
F-PLACE2000398//RIBONUCLEASE PRECURSOR (EC 3.1.27.-) .//0.88:88:31//AEROM 
ONAS HYDR0PHILA.//Q07465 

F-PLACE2000399//T-CELL SURFACE GLYCOPROTEIN E2 PRECURSOR (E2 ANTIGEN) (C 

D99) (MIC2 PROTEIN) (12E7) .//7.6e-16: 180:39//HOMO SAPIENS (HUMAN) . //P142 

09 - - - _ _ 

F-PLACE2000404//PROBABLE LEUCYL-TRNA SYNTHETASE (EC 6.1.1.4) (LEUCINE— T 
RNA LIGASE) (LEURS) .//I .7e-94:243:64//CAEN0RHABDITIS ELEGANS. //Q09996 
F-PLACE2000411//SERINE/THREONINE PROTEIN PHOSPHATASE 5 (EC 3.1.3.16) (PP 
5) (PROTEIN PHOSPHATASE T) (PPT) (FRAGMENT) .//I. 2e-09: 78: 39//MUS MUSCULU 
S (MOUSE) . //Q60676 

F-PLACE2000419//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.6e-20:61:62// 
HOMO SAPIENS (HUMAN) .//P39188 

F-PLACE2000425//HYPOTHETICAL 11.9 KD PROTEIN IN MSB2-UGA1 INTERGENIC REG 
ION.//0.98:75:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P532 11 
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F-PLACE2000427// INSULIN PRECURSOR. //0.98:55:34//CERCOPITHECUS AETHIOPS ( 
GREEN MONKEY) (GRIVET) .//P30407 

F-PLACE2000433//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//7.5e-07:65:50// 
HOMO SAPIENS (HUMAN) . //P39188 

F-PLACE2000435 

F-PLACE2000438//HYPOTHETIGAL 67.9 KD PROTEIN ZK688.8 IN CHROMOSOME III./ 
/4.7e-66:178:47//CAEN0RHABDITIS ELEGANS.//P34678 

F-PLACE2000450//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//2.1e-23:88:62/ 

/HOMO SAPIENS (HUMAN) .//P39195 

F-PLACE2000455//TOXIN II (TOXIN II. 10. 9. 2) (FRAGMENT) .//O. 093: 18: 44//CEN 
TRUROIDES LIMPIDUS LIMPIDUS (MEXICAN SCORPION) .//P45630 
F-PLACE2000458//CADHER IN-RELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN 
).//3.1e-23:l65:40//DROSOPHILA MELANOGASTER (FRUIT FLY) . //P33450 
F-PLACE2000465// ! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//3.6e-23:73:63// 
HOMO SAPIENS (HUMAN) .//P39188 

F-PLACE2000477//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//4.4e-37:90:78/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-PLACE3000004//EYES ABSENT HOMOLOG 3.//l.le-09:27:100//MUS MUSCULUS (MO 
USE).//P97480 

F-PLACE3"000003//PUTATiyE CUTICLE COLLAGEN C09G5.6.//0.0061;148:34//CAENO " 
RHABDITIS ELEGANS.//Q09457 

F-PLACE3000020//ADENYLATE CYCLASE, OLFACTIVE TYPE (EC 4.6.1.1) (TYPE III 
) (ATP PYROPHOSPHATE-LYASE) (ADENYLYL CYCLASE) .//8.8e-93: 193: 92//RATTUS 
NORVEGICUS (RAT).//P21932 

F-PLACE3000029//50S RIBOSOMAL PROTEIN L31E.//0. 15:50 :38//METHAN0C0CCUS J 
ANNASCHII.//P54009 

F-PLACE3000059//TCP1-CHAPERONIN COFACTOR A.//0.96:50:34//B0S TAURUS (BOV 
INE).//P48427 

F-PLACE3000070//HYPOTHETICAL 17.1 KD PROTEIN IN PUR5 3' REGION.//©. 29:22: 
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59//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P38898 

F-PLACE3000103//LYSIS PROTEIN (E PROTEIN) (GPE) .//O. 99:53: 32//BACTERI0PH 
AGE ALPHA-3.//P31280 

F-PLACE3000119//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//5.4e-41:87:78/ 
/HOMO SAPIENS (HUMAN) . //P39189 

F-PLACE3000121//VESICULAR TRAFFIC CONTROL PROTEIN SEC15.//1.0e-07:269:22 
//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P22224 

F-PLACE3000124//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.2e-29:97:73// 

HOMO SAPIENS (HUMAN) . //P39188 

F-PLACE3000136//PARS INTERCEREBRALIS MAJOR PEPTIDE Dl (PMP-Dl) .//0.77:26 
:42//L0CUSTA MIGRATORIA (MIGRATORY LOCUST) . //P80059 

F-PLACE3000142//HYPOTHETICAL 7.1 KD PROTEIN IN NAD2 3* REGION (ORF 63).// 
0.82:34:41//MARCHANTIA POLYMORPHA (LIVERWORT) .//P38468 

F-PLACE3000145//TENSIN.//3.5e-9l:238:74//GALLUS GALLUS (CHICKEN) . //Q0420 
5 

F-PLACE3000147//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//4.4e-30:61:65/ 
/HOMO SAPIENS (HUMAN) . //P39194 

F-PLACE3000148//POL POLYPROTEIN [CONTAINS: PROTEASE (EC 3.4.23.-); REVER 
SE TRANSCRIPTASE (EC 2.7.7.49); ENDONUCLEASE] .//1.4e-18:226:34//GIBB0N A 
PE LEUKEMIA VIRUS. //P214T4 

F-PLACE3000155//EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN) .//O. 00014 
:107:33//ZEA MAYS (MAIZE) . //P14918 

F-PLACE3000156//POL POLYPROTEIN [CONTAINS: PROTEASE (EC 3.4.23.-); REVER 
SE TRANSCRIPTASE (EC 2.7.7.49); ENDONUCLEASE] .//2.7e-19: 169:30//BABOON E 
NDOGENOUS VIRUS (STRAIN M7).//P10272 

F-PLACE3000157//PROBABLE SERINE/THREONINE-PROTEIN KINASE CY50.16 (EC 2.7 
. 1 . -) . //O . 008 1 : 92 : 30//MYC0BACTER I UM TUBERCULOS I S . //Ql 1 053 
F-PLACE3000158//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//5.7e-49:56:80/ 
/HOMO SAPIENS (HUMAN) . //P39189 
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F-PLACE3000160//DNA TRANSFORMATION PROTEIN TpOX (COMPETENCE ACTIVATOR) ( 
PROTEIN SXY).//0.39:94:34//HAEM0PHILUS INFLUENZAE. //P43779 
F-PLACE3000169//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//5.6e-28:99:59/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-PLACE3000194//PROLINE-RICH PROTEIN LAS17.//0.9l:80:36//SACCHAROMYCES C 
EREVISIAE (BAKER'S YEAST) .//Q12446 

F-PLACE3000197//NEUROFILAMENT TRIPLET M PROTEIN (160 KD NEUROFILAMENT PR 
OTEIN) (NF-M).//0.24:119:32//GALLUS CALLUS (CHICKEN) .//P16053 
F-PLACE3000199//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOP 
^ R0TEIN).//0.76:87:37//NIC0TIANA TABACUM (COMMON TOBACCO) . //PI 3983 

F-PLACE3000207//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//4.5e-09:32:78// 

HOMO SAPIENS (HUMAN) . //P39188 

F-PLACE3000208 

F-PLACE3000218//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!! !//7.2e-34: 96:70/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-PLACE3000220//0STEOCALCIN (GAMMA-CARBOXYGLUTAMIC ACID-CONTAINING PROTE 
IN) (BONE GLA- PROTEIN) (BGP) .//0.46:13:53//CANIS FAMILIARIS (D0G).//P81 
455 

F-PLACE3000221//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//2.8e-24: 178:45/ 
^ /HOMO SAPIENS (HUMAN). /yP39188 - 

F-PLACE3000226//30S RIBOSOMAL PROTEIN S18.//0.98:38:34//NEISSERIA GONORR 
HOEAE.//007815 

F-PLACE3000230//METALLOTHIONEIN (MT) .//O. 97:25 :48//0RE0CHR0M IS MOSSAMBIC 
US (MOZAMBIQUE TILAPIA) (TILAPIA MOSSAMBICA) .//P52726 

F-PLACE3000242//MELAN0MA-ASSOCIATED ANTIGEN 8 (MAGE-8 ANTIGEN) .//8.0e-21 
:121:39//H0M0 SAPIENS (HUMAN) .//P43361 

F-PLACE3000244//PROTEIN TSG24. (MEIOTIC CHECK POINT REGULATOR) . //2.3e- 125 
:264:87//MUS MUSCULUS (MOUSE) .//P53995 

F-PLACE3000254//RTOA PROTEIN (RATIO-A) .//0.99:142:23//DICTYOSTELIUM DISC 
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OIDEUM (SLIME MOLD) . //P54681 

F-PLACE3000271 //!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.2e-12:63:53// 
HOMO SAPIENS (HUMAN) .//P39188 

F-PLACE3000276//COLLAGEN ALPHA l(VIII) CHAIN PRECURSOR (ENDOTHELIAL COLL 
AGEN).//1.0:55:38//HOMO SAPIENS (HUMAN) . //P27658 

F-PLACE3000304//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS) 
.//O. 0028:31 :54//H0M0 SAPIENS (HUMAN) . //P30808 

F-PLACE3000310//ATROPHIN-1 (DENTATORUBRAL-PALLIDOLUYSIAN ATROPHY PROTEIN 
).//0.98:82:34//RATTUS NORVEGICUS (RAT) .//P54258 
^ F-PLACE3000320 

F-PLACE3000322//GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 1 PRECURSOR.// 
2.2e-22:61:52//0RYZA SATIVA (RICE),//P25074 

F-PLACE3000331 //SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N).//0. 
32:15:53//H0M0 SAPIENS (HUMAN) .//P22532 

F-PLACE3000339//CHORION PROTEIN S19.//0.34:89:37//DR0S0PHILA VIRILIS (FR 
UIT FLY).//P24516 

F-PLACE3000341//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 1 (EC 1.6.5.3) (FRA 
GMENT).//1.0:47:38//C0TURNIX COTURNIX JAPONICA (JAPANESE QUAIL) .//P24968 
F-PLACE3000350//SERINE/THREONiNE-PROTEIN KINASE SULU (EC 2.7.1.-) .//3.9e 
-50: 168:60//CAENORHABDITIS ELEGANS.//P46549 

F-PLACE3000352// ! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//7.8e-29:76:71/ 
/HOMO SAPIENS (HUMAN) .//P391 94 

F-PLACE3000353//POLYPEPTIDE N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1. 
41) (PROTEIN- UDP ACETYLGALACTOSAMINYLTRANSFERASE) (UDP-GALNAC:POLYPEPTI 
DE, N- ACETYLGALACTOSAMINYLTRANSFERASE) (GALNAC-Tl) .//3.0e-09: 100:41//H0 
MO SAPIENS (HUMAN). //Q10472 

F-PLACE3000362//HYPOTHETICAL PROTEIN TP0064.//1.0:75:26//TREPONEMA PALLI 
DUM.//083103 

F-PLACE3000363//METALLOTHIONEIN (MT) .//0.067:42:33//ASTACUS FLUVIATILIS 
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(BROAD-FINGERED CRAYFISH) (ASTACUS ASTACUS) .//P55951 

F-PLACE3000365//LYSIS PROTEIN (E PROTEIN) (GPE) .//1.0:65:27//BACTERIOPHA 
GE PHI-K.//Q38040 

F-PLACE3000373//RETROV I RUS-RELATED ENV POLYPROTE IN.//1.5e-18:90: 47//H0M0 

SAPIENS (HUMAN). //P10267 
F-PLACE3000388 

F-PLACE3000399// ! ! ! ! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//6.3e-45:60:75/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-PLACE3000400 

F-PLACE3000401//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//3.6e-09:46:73// 
HOMO SAPIENS (HUMAN) .//P39188 

F-PLACE30004()2// ! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//0.036:43:44//HO 
MO SAPIENS (HUMAN). //P39188 

F-PLACE3000405//POSTERIOR PITUITARY PEPTIDE.//0.70:25:40//BOS TAURUS (BO 
VINE).//P01154 

F-PLACE3000406//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//4.3e-09:49:67/ 

/HOMO SAPIENS (HUMAN) . //P3gi95 

F-PLACE3000413//MALE SPECIFIC SPERM PROTEIN MST87F.//0. 12:42 :40//DROSOPH 
ILA MELANOGASTER (FRUIT FLY) . //P08175 

F-PLACE3000416//CYLICIN I (MULTIPLE-BAND POLYPEPTIDE^ r).//0.67r236:21//B- 
OS TAURUS (BOVINE). //P35662 

F-PLACE3000425//PROLINE-RICH PEPTIDE P-B.//0.45:19:42//HOMO SAPIENS (HUM 
AN).//P02814 

F-PLACE3000455//AMELOGENIN, CLASS I PRECURSOR, //O. 0073: 81 :43//B0S TAURUS 
(BOVINE). //P02817 

F-PLACE3000475//8.6 KD TRANSGLUTAMINASE SUBSTRATE. //I .0:53:32//TACHYPLEU 
S TRIDENTATUS (JAPANESE HORSESHOE CRAB) . //P81281 

_F-PLACE3000477//MUSCARINIC TOXIN 7 (MT-7) .//O. 13:55:32//DENDR0ASPIS ANGU 
STICEPS (EASTERN GREEN MAMBA) . //P80970 
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F-PLACE4000009//MYOSIN HEAVY CHAIN, SMOOTH MUSCLE ISOFORM (SMMHC) (FRAGM 
ENT).//7.0e-19:180:27//HOMO SAPIENS (HUMAN) . //P35749 

F-PLACE4000014//X-L INKED HELICASE II (X-LINKED NUCLEAR PROTEIN) (XNP).// 
3.2e-15:193:30//HOMO SAPIENS (HUMAN) .//P46 100 

F-PLACE4000034//BRIDE OF SEVENLESS PROTEIN PRECURSOR. //O. 0024: 97 :29//DR0 
SOPHILA MELANOGASTER (FRUIT FLY) .//P22815 

F-PLACE4000049//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//3.8e-32:79:75/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-PLACE4000052//ATP-BINDING CASSETTE TRANSPORTER l.//2.2e-99: 178:97//MUS 

MUSCULUS (MOUSE). //P41233 
F-PLACE4000063// IMMEDIATE-EARLY PROTEIN. //O. 0017: 159: 25//HERPESVIRUS SAI 
MIRI (STRAIN 11).//Q01042 
F-PLACE4000089 
F-PLACE4000093 

F-PLACE4000100//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.5e-14:68:60// 
HOMO SAPIENS (HUMAN) . //P39188 

F-PLACE4000106//1A PROTEIN [CONTAINS: HELICASE; METHYLTRANSFERASE] .1/1.6 
:46:41//BR0AD BEAN MOTTLE VIRUS. //Q00020 

F-PLACE4000128//HYPOTHETICAL PROTEIN E-1 15. //O. 00020: 101 :30//HUMAN ADENO 
VIRUS TYPE 2., 7P03290 ' 

F-PLACE4000129//CORNIFIN B (SMALL PROLINE-RICH PROTEIN IB) (SPR-IB) (14. 
9 KD PANCORNULIN).//0.15:57:31//HOMO SAPIENS (HUMAN) . //P22528 
F-PLACE4000131 

F-PLACE4000147//COMPETENCE PHEROMONE PRECURSOR. //I. 0: 45 :24//BACILLUS SUB 
TILIS.//P45453 

F-PLACE4000156//ZINC FINGER PROTEIN 136.//2. le-88: 194:59//H0M0 SAPIENS ( 
HUMAN). //P52737 

F-PLACE4000192//ZINC FINGER PROTEIN 142 (KIAA0236) (HA4654) .//0.083: 148: 
26//H0M0 SAPIENS (HUMAN) . //P52746 
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F-PLACE4000211//CALPHOTIN.//0.20:43:39//DROSOPHILA MELANOGASTER (FRUIT F 
LY).//Q02910 

F-PLACE4000222// ! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//l. le-05:20:85// 
HOMO SAPIENS (HUMAN) . //P39188 

F-PLACE4000230//DIHYDROFOLATE REDUCTASE (EC 1.5.1.3) / THYMIDYLATE SYNTH 
ASE (EC 2.1.1.45) (DHFR-TS) .//1.0:96:28//TRYPAN0S0MA BRUCEI BRUCEI.//Q27 
783 

F-PLACE4000233 

F-PLACE4000247//METALLOTHIONEIN (MT) .//1.0e-05:34:41//PLEURONECTES PLATE 
SSA (PLAICE). //P07216 

F-PLACE4000250//VPU PROTEIN (ORF-X PROTEIN) (UPX PROTEIN) .//O. 99:33:42// 
CAPRINE ARTHRITIS ENCEPHALITIS VIRUS (CAEV) .//P31834 

F-PLACE4000252//MALE SPECIFIC SPERM PROTEIN MST84DB.//0.42:24:45//DR0S0P 
HILA MELANOGASTER (FRUIT FLY) .//Q01643 

F-PLACE4000259//PRE-MRNA SPLICING HELICASE BRR2 (EC 3.6.1.-) .//3.5e-09:l 
89:32//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST) . //P32639 
F-PLACE4000261//PEREGRIN (BR140 PROTEIN) .//5.0e-li: 103: 37//H0M0 SAPIENS 
(HUMAN). //P55201 

F-PLACE4000269// INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01.//0.037:181 
- :25//SACCHAR0MYCES CEREVISIAE- (BAKER' S YEAST) . /yP25386 - " " - 
F-PLACE4000270//COAGULATION FACTOR VII PRECURSOR (EC 3.4.21.21) .//I. 0:46 
:39//MUS MUSCULUS (MOUSE) . //P70375 

F-PLACE4000300//50S RIBOSOMAL PROTEIN L32.//0.81:28:46//THERMUS AQUATICU 
S (SUBSP. THERMOPHILUS).//P80339 

F-PLACE4000320//FKBP-RAPAMYCIN ASSOCIATED PROTEIN (FRAP) (RAPAMYCIN TARG 
ET PROTEIN). //I. 6e-29: 44: 93//H0M0 SAPIENS (HUMAN) .//P42345 
F-PLACE4000323 

F-PLACE4000326//PARATHYMOSIN.//0.0018:54:48//HOMO SAPIENS (HUMAN) .//P209 
62 
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F-PLACE4000344//EPIDERMAL GROWTH FACTOR (EGF) (FRAGMENT) .//O. 97:28 :42//S 
US SCROFA (PIG).//Q00968 

F-PLACE4000367//NEUROTOXIN 1 (TOXIN SHP.-I) (SHNA) (NEUROTOXIN SHI).//1.0 
:33:36//ST0ICHACTIS HELIANTHUS (CARRIBEAN SEA ANEMONE) (STICHODACTYLA HE 

LIANTHUS).//P19651 

F-PLACE4000369//EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN) .//O. 071: 4 
2:42//S0RGHUM VULGARE (SORGHUM) .//P24152 

F-PLACE4000379//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//1.4e-16:54:77/ 
/HOMO SAPIENS (HUMAN) . //P39193 
^ F-PLACE4000387//PHOTOSYSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSOR.// 
0.25:21:52//H0RDEUM VULGARE (BARLEY), AND SECALE CEREALE (RYE) . //P25877 
F-PLACE4000392//FERROCHELATASE (EC 4.99.1.1) (PROTOHEME FERRO-LYASE) (HE 
ME SYNTHETASE) (FRAGMENT) .//O. 91:36: 50//YERSINIA PSEUDOTUBERCULOSIS. //QO 
5338 

. F-PLACE4000401//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//4.4e-29:96:67/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-PLACE4000411//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.3e-18:41:73// 
HOMO SAPIENS (HUMAN) .//P39188 

F-PLACE4000431//PRE-MRNA SPLICING HELICASE BRR2 (EC 3.6.1.-) .//5.4e-2l:2 
37:33//SACCHAR0MYCES- CEREVISTAE (BAKER' S YEAST>.^ - 
F-PLACE4000445//HYPOTHETICAL 99.7 KD PROTEIN IN SDLl 5' REGION PRECURSOR. 
//O. 00081: 210 :26//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P40442 
F-PLACE4000450//TRANSCRIPTION FACTOR HBP-IA (HI STONE-SPECIFIC TRANSCRIPT 
ION FACTOR HBPl).//0.020:87:33//TRITICUM AESTIVUM (WHEAT) . //P23922 
F-PLACE4000465//METALLOTHIONEIN-IL (MT-IL) (MTIX) .//O. 20:18 :38//H0M0 SAP 
I ENS (HUMAN). //P80297 

F-PLACE4000487// ! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1.5e-19:73:52// 

HOMO SAPIENS (HUMAN) .//P39188 

F-PLACE4000489 
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F-PLACE4000494//NPC DERIVED PROLINE RICH PROTEIN 1 (NDPP-1) .//O. 17: 130:3 
0//MUS MUSCULUS (MOUSE) .//Q03173 

F-PLACE4000521//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TR 
ANSCRIPTASE (EC 2.7.7.49); ENDONUCLEASE] (FRAGMENT) .//3.0e-05: 50: 36//MUS 

MUSCULUS (MOUSE). //P10400 
F-PLACE4000522//NEUROGENIC LOCUS NOTCH HOMOLOG PROTEIN 1 PRECURSOR. //I. 8 
e-45:231:47//RATTUS NORVEGICUS (RAT) .//Q07008 

F-PLACE4000548//CYTOCHROME C-551 (C551) .//O. 96:50 :34//ECT0THI0RH0D0SPIRA 
HALOPHILA.//P00122 

^ F-PLACE4000558//PROBABLE UBIQUITIN CARBOXYL-TERMINAL HYDROLASE FAF (EC 3 
. .1.2.15) (UBIQUITIN THIOLESTERASE FAF) (UBIQUITIN-SPECIFIC PROCESSING PR 
OTEASE FAF) (DEUBIQUITINATING ENZYME FAF) (FAT FACETS PROTEIN) .//I. 6e-28 
:223:36//DR0S0PHILA MELANOGASTER (FRUIT FLY) . //P55824 

F-PLACE4000581//P-SELECTIN PRECURSOR (GRANULE . MEMBRANE PROTEIN 140) (GMP 
-140) (PADGEM) (CD62P) (LEUKOCYTE-ENDOTHELIAL CELL ADHESION MOLECULE 3) 
(LECAM3).//9.7e-ll:166:28//H0M0 SAPIENS (HUMAN) .//P16109 
F-PLACE4000590//POL POLYPROTEIN [CONTAINS: PROTEASE (EC 3.4.23.-); REVER 
SE TRANSCRIPTASE (EC 2.7.7.49); ENDONUCLEASE] .//1. 6e-17: 134: 35//G I BBON A 
PE LEUKEMIA VIRUS. //P2 1414 

F-PLACE4000593//GONADOTROP IN-RELEAS ING HORMONE RECEPTOR (GNRH-R) J/V. 0:5" 

4:29//RATTUS NORVEGICUS (RAT) . //P30969 

F-PLACE4000612//GAG POLYPROTEIN [CONTAINS: CORE PROTEIN P15; INNER COAT 
PROTEIN P12; CORE SHELL PROTEIN P30] .//2.6e-14:221:32//M0L0NEY MURINE SA 
RCOMA VIRUS (STRAIN TSliO) .//P32594 

F-PLACE4000638//HYPOTHETICAL 9.3 KD PROTEIN IN NRDB-INAA INTERGENIC REGI 
ON . //O . 65 : 37 : 40//ESCHER ICH I A COL I . //P3791 0 

F-PLACE4000650//ZINC FINGER PROTEIN 16 (ZINC FINGER PROTEIN K0X9) (FRAGM 

ENT).//1.0:33:33//HOMO SAPIENS (HUMAN) .//P17020 

F-PLACE4000654 
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F-PLACE4000670//HYPOTHETICAL 44.1 KD PROTEIN IN RPB5-CDC28 INTERGENIC RE 
GI0N.//1.6e-07:16l:25//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P33313 
F-SKNMC1000011//FUTATIVE IMPORTIN BETA-4 SUBUNIT (KARYOPHERIN BETA-4 SUB 
UNIT).//7.4e-15:223:31//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//0601 
00 

F-SKNMC1000013//TRANSCRIPTION FACTOR BF-2 (BRAIN FACTOR 2) (BF2) (CBF-2) 

(T-14-6).//0.0013:128:35//GALLUS GALLUS (CHICKEN) .//Q98937 
F-SKNMC1000046//CUTICLE COLLAGEN l.//0.0010:154:33//CAENORHABDITIS ELEGA 
NS.//P08124 

F-SKNMC1000050//CALPAIN 2, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CAL 
CIUM-ACTIVATED NEUTRAL PROTEINASE) (CANP) (M-TYPE) .//3.2e-41:87:98//H0M0 

SAPIENS (HUMAN). //P17655 
F-SKNMC1000091//NTAK PROTEIN (NEURAL- AND THYMUS- DERIVED ACTIVATOR FOR 
ERBB KINASES). //O. 0032: 154 :35//H0M0 SAPIENS (HUMAN) .//014511 
F-THYR01000017//PUTATIVE PYRIDOXAMINE 5' -PHOSPHATE OXIDASE (EC 1.4.3.5) 
(PNP/PMP OXIDASE) .//I. 6e-23: 124: 37//CAEN0RHABDITIS ELEGANS.//Q20939 
F-THYR01000026//! ! ! ! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//3.0e-13:54:66/ 
/HOMO SAPIENS (HUMAN) .//P39192 

F-THYR01000034//HYPOTHETICAL 10.4 KD PROTEIN. //O. 16:44:34/ /HEPATITIS B V 
IRUS (SUBTYPE AYW).//P03163 " " 

F-THYR01000035//CAMPATH-1 ANTIGEN PRECURSOR (CD52 ANTIGEN) (CDW52) (CAMB 
RIDGE PATHOLOGY 1 ANTIGEN) .//O. 83:59: 37//MACACA FASCICULARIS (CRAB EATIN 
G MACAQUE) (CYNOMOLGUS MONKEY) .//P32763 

F-THYR01000040//60S RIBOSOMAL PROTEIN L37 (FRAGMENT) .//O. 25:23 :39//B0S T 
AURUS (BOVINE). //P79244 

F-THYR01000070//HYPOTHETICAL 29.3 KD P,ROTEIN (0RF92) .//2.3e-ll: 133:36//0 
RGYIA PSEUDOTSUGATA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV) .//010341 
F-THYR01000072//C-PROTEIN, SKELETAL MUSCLE SL0W-ISOFORM.//1.5e-14:205:29 
//HOMO SAPIENS (HUMAN) .//Q00872 
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F-THYR01000092//SPERM MITOCHONDRIAL CAPSULE SELENOPROTEIN (MCS) .//0.063: 

59:33//H0M0 SAPIENS (HUMAN) .//P49901 

F-THYR01000107 

F-THYR01000111//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//5.0e-58: 110:67//N 
YCTICEBUS COUCANG (SLOW LORIS) .//P08548 ' 

F-THYR01000121//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66) .//2. 
6e-06:134:35//MUS MUSCULUS (MOUSE) . //Q62203 • 

F-THYR01000124//TENECIN 3 PRECURSOR, //O. 047:76:35//TENEBRI0 MOLITOR (YEL 
LOW MEALWORM). //Q27270 

F-THYR01000129//FIBROSIN (FRAGMENT) .//O. 35:43: 34//MUS MUSCULUS (MOUSE)./ 
/Q60791 

F-THYR01000132//!!!! ALU SUBFAMILY. J WARNING ENTRY !!! !//8.7e-14: 104:42/ 

/HOMO SAPIENS (HUMAN) .//P39188 

F-THYR01000156 

F-THYR01000163//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//3.7e-20:71 :71/ 
/HOMO SAPIENS (HUMAN) . //P39189 

F-THYR01000173//CLATHRIN COAT ASSEMBLY PROTEIN AP47 (CLATHRIN COAT ASSOC 
lATED PROTEIN AP47) (GOLGI ADAPTOR AP-1 47 KD PROTEIN) (HAl 47 KD SUBUNI 
T) (CLATHRIN ASSEMBLY PROTEIN ASSEMBLY PROTEIN COMPLEX 1 MEDIUM CHAIN)./ 
/6.7e-88:216:76//MUS MUSCULUS (MOUSE) . //P35585 

F-THYR01000186//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//2.9e-24:72:77/ 

/HOMO SAPIENS (HUMAN) .//P391 92 

F-THYR01000187 

F-THYR01000190//PROTEIN TRANSPORT PROTEIN SEC61 BETA 2 SUBUNIT.//0. 060:5 
0:42//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P52871 
F-THYR01000197 

F-THYR01000199//HYPOTHETICAL 49.8 KD PROTEIN D2007.5 IN CHROMOSOME III./ 
/2.0e-06:88:35//CAENORHABDITIS ELEGANS.//P34379 
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F-THYRO1000206 
F-THYRO1000221 

F-THYR01000241//HYPOTHETICAL 11.8 KD PROTEIN IN HE65-PK2 INTERGENIC REGI 
ON.//1.0:51:35//AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNP 

V).//P41661 

F-THYR01000242//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//7.4e 
-37:137:36//H0M0 SAPIENS (HUMAN) .//P5 1523 

F-THYR01000253//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS) 
.//O.ll:21:52//HOMO SAPIENS (HUMAN) . //P30808 

F-THYRO1000270//WDNM1 PROTEIN PRECURSOR. //O. 40: 52 :32//MUS MUSCULUS (MOUS 
E).//Q62477 

F-THYRO1000279//BETA CRYSTALLIN A4.//0.97:64:26//B0S TAURUS (BOVINE). //P 
11842 

F-THYRO1000288//POTENTIAL CAAX PRENYL PROTEASE 1 (EC 3.4.24.-) (PRENYL P 
ROTEIN- SPECIFIC ENDOPROTEASE 1) (PPSEP 1) .//3.4e-48: 142:42//SCHIZ0SACCH 
AROMYCES POMBE (FISSION YEAST) .//Q10071 

F-THYR01000320//ZINC FINGER PROTEIN 14 (ZFP-14) (KROX-9 PROTEIN) (FRAGME 
NT).//0.87:35:45//MUS MUSCULUS (MOUSE) .//P10755 

F-THYR01000327//HYPOTHETICAL 64.7 KD PROTEIN F26E4.11 IN CHROMOSOME I.// 
n--nnnrA-'7c;--9R/7r4irMnRiiARnTTTC vrvr.Mt<i //pcin«5Q - - ■ 

F-THYR01000343//CHROMOGRANIN A PRECURSOR (CGA) [CONTAINS: PANCREASTATIN: 

BETA-GRANIN; WE-14] .//0.88:107:26//MUS MUSCULUS (MOUSE) . //P26339 
F-THYR01000358//SELENIUM-BINDING LIVER PR0TEIN.//4.6e-25:49:81//MUS MUSC 
ULUS (MOUSE). //P17563 

F-THYR01000368//LOCOMOTION-RELATED PROTEIN HIKARU GENKI PRECURSOR.// 1.0: 
136:26//DR0S0PHILA MELANOGASTER (FRUIT FLY) .//Q09101 

F-THYRO1O00381//GAG POLYPROTEIN [CONTAINS: CORE PROTEIN P15; INNER COAT 
PROTEIN P12; CORE SHELL PROTEIN P30; NUCLEOPROTEIN PIO] .//0.032:99:35//S 
IMIAN SARCOMA VIRUS. //P03330 
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F-THYR01000387//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .7/0.90:46:30/ 
/HALICHOERUS GRYPUS (GRAY SEAL) . //P38592 

F-THYR01000394//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930). //O.O 
0019:48:37//HOMO SAPIENS (HUMAN) .//P22531 

F-THYR01000395//RING CANAL PROTEIN (KELCH PROTEIN) .//I. 2e-33: 186: 387/DRO 
SOPHILA MELANOGASTER (FRUIT FLY) .//Q04652 

F-THYR01000401//50S RIBOSOMAL PROTEIN L7/L12 (FRAGMENT) .//0.57:67:31//ST 
APHYLOCOCCUS AUREUS. //P48860 

F-THYRO 1000438/ /ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//1.0:42:38// 
^ STRONGYLOCENTROTUS PURPURATUS (PURPLE SEA URCHIN) .//P15997 

F-THYR01000452//BACTERIOCIN CARNOBACTERIOCIN A PRECURSOR (PISCICOLIN 61) 
.//0.31:34:44//CARNOBACTERIUM PISCIC0LA.//P38578 

F-THYR01000471//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! !! !//2.1e-3l:94:72/ 
/HOMO SAPIENS (HUMAN) . //P391 94 

F-THYR01000484//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//5.9e-08:30:86/ 
/HOMO SAPIENS (HUMAN) .//P391 95 

F-THYR01000488//EARLY NODULIN 55-2 PRECURSOR (N-55-2) (NODULIN-315) .//O. 
93:98:27//GLYCINE MAX (SOYBEAN) .//Q02917 

F-THYR01000501//DOWN REGULATORY PROTEIN OF INTERLEUKIN 2 RECEPTOR.// 2. 4e 
-51 : 1 98: 50//MUS MUSCULUS (MOUSE) . //P15533 

F-THYR01000502//HUNCHBACK PROTEIN (FRAGMENT) .//O. 84:41 :43//APIS MELLIFER 
A (HONEYBEE). //P31504 

F-THYR01000505//HYPOTHETICAL BHLFl PROTEIN. //0.99:231:33//EPSTEIN-BARR V 
IRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03181 

F-THYR01000558//ANTITHROMBIN-III PRECURSOR (ATIII) (FRAGMENT) .//O. 47: 58: 
37//GALLUS CALLUS (CHICKEN) .//Q03352 

F-THYR01000569//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS) .//O. 00048: 64: 42//R 
ATTUS NORVEGICUS (RAT) . //P02454 

F-THYRO10O0570//HYPOTHETICAL 11.6 KD PROTEIN IN ACS1-GCV3 INTERGENIC REG 
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ION. 7/0.94:61 :32//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P39725 
F-THYR01000585//SPLICING FACTOR, ARGININE/SERINE-RICH 6 (PRE-MRNA SPLICI 
NG FACTOR SRP55) .//0.050:104:36//HOMO SAPIENS (HUMAN) .//Q13247 
F-THYR01000596// INFECTED CELL PROTEIN ICP34.5 (NEUROVIRULENCE FACTOR ICP 
34.5),//0.99:37:40//HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN MGH-10) . //P373 
19 

F-THYR01000602//EAMZP30-47 PROTEIN (FRAGMENT) .//0.88:61:34//EIMERIA ACER 
VULINA.//P21959 

F-THYR01000605//SUPPRESSOR PROTEIN SRP40.//0.0016: 116:26//SACCHAR0MYCES 
^ CEREVISIAE (BAKER'S YEAST) .//P32583 

F-THYR01000625//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//3.4e-33:88:78/ 
/HOMO SAPIENS (HUMAN) .//P391 94 

F-THYR01000637//METALLOTHIONEIN A (MT A) .//1.0:23:43//SPARUS AURATA (GIL 
THEAD.SEA BREAM) .//P52727 

F-THYR01000641//PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN.//0.99:26:46//CYANID 
lUM CALDARIUM (GALDIERIA SULPHURARIA) .//019925 

F-THYR01000658//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! « !//1.5e-49:116:69 
//HOMO SAPIENS (HUMAN) .//P39189 

F-THYR01000662//DNA-DAMAGE-INDUCIBLE PROTEIN P.//3.7e-15:119:43//ESCHERI 

CHTA C0LI.//Q47155 " - " " ' 

F-THYR01000666//KINESIN-LIKE PROTEIN KLPl.//1.0e-44:232:41//CHLAMYDOM0NA 
S REINHARDTII.//P46870 

F-THYR01000676//!!!! ALU SUBFAMILY SP WARNING ENTRY !!! !//2. le-15: 144:39 
//HOMO SAPIENS (HUMAN) .//P391 93 

F-THYR01000684//HYPOTHETICAL 73.5 KD PROTEIN IN SCS3-RPS2 INTERGENIC REG 
ION.//0.00033:84:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P53129 
F-THYR01000699// ! ! ! ! ALU SUBFAMILY SC WARNING ENTRY ! ! I !//0.97:20:85//HO 
MO SAPIENS (HUMAN). //P39192 

F-THYR01000712//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//4.2e-10:69:59// 
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HOMO SAPIENS (HUMAN) . //P39188 

F-THYRO1000715//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CPS, CP4 
AND CPS) [CONTAINS: BASIC PEPTIDE IB-6; PEPTIDE P-H] .//4.6e-10:204:32// 
HOMO SAPIENS (HUMAN) . //P04280 

F-THYR01000734 

F-THYR01000748//HYPOTHETICAL PROTEIN KIAA0411 (FRAGMENT) .//I. 8e-46: 130:7 
0//HOMO SAPIENS (HUMAN) . //043295 

F-THYROl 000756//ALPHA-N-ACETYLGALACTOSAM I N I DE ALPHA-2 , 6-S I ALYLTRANSFERAS 
E (EC 2.4.99.-) (ST6GALNACIII) (STY) .//I . le-06: 95:31//RATTUS NORVEGICUS 
• (RAT).//Q64686 

F-THYR01000777//CUTICLE COLLAGEN 2C (FRAGMENT) .//O. 0031: 119: 34//HAEM0NCH 
US C0NT0RTUS.//P16252 

F-THYR01000783//MY0SIN IC HEAVY CHAIN. //O. 0014: 121 :37//ACANTHAM0EBA CAST 
ELLANII (AMOEBA). //P10569 

F-THYR01000787//HUNCHBACK PROTEIN (FRAGMENT) .//O. 54:25 :52//PH0LCUS PHALA 
NGIOIDES.//Q02031 

F-THYR01000793//PRE-MRNA SPLICING FACTOR PRP9.//0.9l:30:36//SACCHAR0MYCE 

S CEREVISIAE (BAKER'S YEAST) .//P19736 

F-THYR01000796 

F-THYR01000805//HYPOTHETICAIr 7 , 3 KP PROTEIN IN 100 KD PROTEIN REGION . //O 
.081:31:38//HUMAN ADENOVIRUS TYPE 41.//P23691 

F-THYR01000815//!! !! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//6.0e-30:81:70/ 
/HOMO SAPIENS (HUMAN) .//P391 95 

F-THYR01000829//NEUROTOXIN III (BOM III) .//0.022:32:34//BUTHUS OCCITANUS 

MARDOCHEI (MOROCCAN SCORPION) . //P13488 
F-THYR01000843//HYPOTHETICAL 7.7 KD PROTEIN IN GENES 5-4 INTERGENIC REGI 
ON (ORF 109).//0.98:25:44//BACTERIOPHAGE P22.//P26750 

F-THYR01000852//SULFATED SURFACE GLYCOPROTEIN 185 (SSG 185) .//7.3e-09:83 
:42//V0LV0X CARTERI.//P21997 
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F-THYR01000855//ANTIFREEZE PEPTIDE 4 PRECURSOR. //I . 0:54:35//PSEUDOPLEURO 
NECTA AMERICANUS (WINTER FLOUNDER) . //P02734 

F-THYR01000865//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//5.2e-17:66:57// 
HOMO SAPIENS (HUMAN) . //P39188 

F-THYRO10OO895//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//1.0e-12:58:62/ 
/HOMO SAPIENS (HUMAN) . //P39189 

F-THYR01000916//!!!! ALU SUBFAMILY SB WARNING ENTRY !!! !//2.0e-32: 101:69 
//HOMO SAPIENS (HUMAN) . //P39189 

F-THYR01000926//NITROGEN FIXATION REGULATORY PROTEIN. //5. 5e-05: 108:27//K 
# LEBSIELLA 0XYT0CA.//P56267 

F-THYR01000934//PYRROLINE-5-CARBOX.YLATE REDUCTASE (EC 1.5.1.2) (P5CR) (P 
5C REDUCTASE). //3.9e-50:147:40//H0M0 SAPIENS (HUMAN) . //P32322 
F-THYR01000951//DIHYDROXYACETONE KINASE (EC 2.7.1.29) (GLYCERONE KINASE) 
.//1.8e-31:l36:56//CITR0BACTER FREUNDII .//P45510 

F-THYR01000952//HYPOTHETICAL 182.0 KD PROTEIN IN NMD5-H0M6 INTERGENIC RE 
GI0N.//2.4e-05:91:34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P47170 
F-THYR01000974//MITOCHONDRIAL ATP-DEPENDENT RNA HELICASE SUV3 PRECURSOR. 
//1.0:35:40//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P32580 
F-THYR01000975 

^ F^THYRO1000983//HYP0THETTCAt 48.1 KD-PROTErN 'B0403T2 rr CHROMOSOME- X. /yi" - 
.3e-20:96:51//CAENORHABDITIS ELEGANS.//Q11076 
- F-THYR01000984//GTP-BINDING ADP-RIBOSYLATION FACTOR HOMOLOG 1 PROTEIN.// 
0.011:76:34//DROSOPHILA MELANOGASTER (FRUIT FLY) .//P25160 
F-THYR01000988 

F-THYR01001003//HYPOTHETICAL 8.1 KD PROTEIN IN MSCL-RPLQ INTERGENIC REGI 
ON . //O . 97 : 60 : 3 1 //ESCHER I CH I A COL I . / /P36675 

F-THYR01001031//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//9.5e-18:56:66/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-THYR01001033/ /TRANSFORMATION-SENSITIVE PROTEIN lEF SSP 3521.//5.0e-13: 
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126:35//H0M0 SAPIENS (HUMAN) .//P31948 

F-THYR01001062//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//!. le-35:97:79/ 
/HOMO SAPIENS (HUMAN) .//P39 194 

F-THYRO1001093//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//6.4e-13:70:57/ 

/HOMO SAPIENS (HUMAN) . //P39194 

F-THYR01p01100//ZINC FINGER X-LINKED PROTEIN ZXDA (FRAGMENT) . //4.2e-63: 2 
19:63//H0M0 SAPIENS (HUMAN) . //P98168 

F-THYR01001120//SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B53) .//O. 
00068: 160:31//HOMO SAPIENS (HUMAN) . //Q15427 

F-THYR01001121//VERY HYPOTHETICAL 20.6 KD PROTEIN C56F8.15 IN CHROMOSOME 

I.//0.37:158:28//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q10263 
F-THYR01001133//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//7.3e-15:59:66// 
HOMO SAPIENS (HUMAN) . //P39188 

F-THYR01001134//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE M) [CONTAINS: P 

\ 

EPTIDE P-D] (FRAGMENT). //O. 00088: 159 :29//H0M0 SAPIENS (HUMAN) .//P10161 
F-THYR01001142//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//3.0e-29:81:71/ 

/HOMO SAPIENS (HUMAN) . //P391 94 

F-THYR01001173//CYTOCHROME C OXIDASE POLYPEPTIDE VIIS (EC 1.9.3.1) .//O. 8 
8:51:35//DICTY0STELIUM DISCOIDEUM (SLIME MOLD) .//P20610 

F-THYRO100ri77/7 ! ! 11 "ALU SUBFAMILY SC WARNING ENTRY ! ! ! !7/3:0e-24-: 91 : 68/ 

/HOMO SAPIENS (HUMAN) . //P39192 

F-THYR01001189//MKR2 PROTEIN (ZINC FINGER PROTEIN 2) . //7.3e-27: 165:39//M 
US MUSCULUS (MOUSE). //P08043 

F-THYR01001204//BASIC PROLINE-RICH PEPTIDE P-E (IB-9) .//O. 67:42 :42//H0MO - 

SAPIENS (HUMAN). //P02811 
F-THYR01001213//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//2.9e-16:61:68/ 
/HOMO SAPIENS (HUMAN) .//P391 94 

F-THYR01001262//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//1.4e-36:50:84/ 
/HOMO SAPIENS (HUMAN) . //P39193 



2 5 4 0 



aiiE# 2002-3 046780 



ij^2 000—183767 



F-THYRO1001271//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556.//0.62 
: 126 : 30//STREPT0MYCES FRAD I AE . //P20 186 

F-THYR01001287//HYPOTHETICAL 91.2 KD PROTEIN IN RPS4B-SCH9 INTERGENIC RE 
GION.//1.9e-26:208:37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P38888 
F-THYR01001290//GIANT HEMOGLOBIN AIV CHAIN (FRAGMENT) .//I. 0:31: 38//LAMEL 
LIBRACHIA SP. (DEEP-SEA GIANT TUBE WORM) .//P20413 

F-THYRO1001313//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS5.//0.000 
42:105:31//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //Q92331 
F-THYR01001320//COLLAGEN ALPHA l(III) CHAIN.//0.27:57:38//B0S TAURUS (BO 
• VINE).//P04258 

F-THYR01001321//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//5.5e-20: 74:64// 
HOMO SAPIENS (HUMAN) . //P39188 

F-THYR01001322//HYPOTHETICAL 7.2 KD PROTEIN. //0.66:49:30//VACCINIA VIRUS 

(STRAIN COPENHAGEN). //P21 123 
F-THYR01001347//TOXINF-VIII PRECURSOR (TOXIN TA2) (TOXIN DAF8) .//0.94:6 
l:36//DENDR0ASPIS ANGUSTICEPS (EASTERN GREEN MAMBA) .//P01404 
F-THYR01001363//!!!! ALU SUBFAMILY J WARNING ENTRY !!! !//0. 0025:23: 73//H 
OMO SAPIENS (HUMAN). //P39188 

F-THYR01001365//NERSACIDIN PRECURSOR. //O. 35: 38 :42//BAC I LLUS SP. (STRAIN 

® HIL-Y85/54728).//P43683 " 

F-THYRO1001374//PROTEIN VDLD.//1.6e-13:l40:31//HELICOBACTER PYLORI (CAMP 
YLOBACTER PYLORI) .//005729 

F-THYR01001401//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//0.047:43:48//H 

OMO SAPIENS (HUMAN). //P39192 

F-THYRO10O1403 

F-THYRO1001405//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930). //O.O 
068:26:42//HOMO SAPIENS (HUMAN) .//P22531 

F-THYR01001406//PUTATIVE STEROID DEHYDROGENASE KIK-I (EC 1.1.1.-) .//3.1e 
-8l:97:83//MUS MUSCULUS (MOUSE) . //070503 
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F-THYR01001411//! ! ! ! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//1.9e-26:89:74/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-THYR01001426//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//1.4e-09:55:61/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-THYR01001434//BETA-DEFENSIN 4 PRECURSOR (BNDB-4) .//O. 68:44 :34//B0S TAU 
RUS (B0VINE).//P46162 

F-THYR01001458//MYOSIN HEAVY CHAIN, NONMUSCLE TYPE B (CELLULAR MYOSIN HE 
AVY CHAIN, TYPE B) (NMMHC-B) .//3.8e-64:216:62//H0M0 SAPIENS (HUMAN). //P3 

5580 

F-THYR0100L480//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//9.3e-29:88:75/ 
/HOMO SAPIENS (HUMAN) .//P39 194 

F-THYR01001487//HOMEOBOX PROTEIN H0X-B4 (HOX-2.6) .//O. 99:59 :37//MUS MUSC 

ULUS (MOUSE). //P10284 

F-THYR01001534//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//1.4e-14:40:82/ 
/HOMO SAPIENS (HUMAN) .//P39194 

F-THYR01001537//HYPOTHETICAL 33.8 KD PROTEIN IN TWT1-FL05 INTERGENIC REG 
ION.//2.4e-07:l42:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P38892 
F-THYR01001541//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//0. 98:26:61//H0 
MO SAPIENS (HUMAN). //P39195 

F-THYRO1001559//PROTEIN Q300 . //2 . 6e-05 : 20 : 75//MUS MUSCULUS" (MOUSE) . //Q02 
722 

- F-THYR01001570 

F-THYR01001573//SPERM MITOCHONDRIAL CAPSULE SELENOPROTEIN (MCS) .//0.033: 
71:36//MUS MUSCULUS (MOUSE) .//P15265 

F-THYR01001584//SUPPRESSOR PROTEIN SRP40.//2. le-05: 188:27//SACCHAR0MYCES 

CEREVISIAE (BAKER'S YEAST) . //P32583 
F-THYR01001595//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1) 
.//6.1e-2 1:35: 91 //HOMO SAPIENS (HUMAN) .//Q15404 

F-THYR01001802//TRK SYSTEM POTASSIUM UPTAKE PROTEIN TRKH.//1.0:57:42//HA 
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EMOPHILUS INFLUENZAE. //P44843 

F-THYR01001605//VENOM BASIC PROTEASE INHIBITORS IX AND VI I IB. //1. 0:34: 38 
//BUNGARUS FASCIATUS (BANDED KRAIT) .//P25660 

F-THYR01001617//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//7.0e-18:55:81/ 

/HOMO SAPIENS (HUMAN) . //P39194 

F-THYR01001637//!!!! ALU SUBFAMILY SX WARNING ENTRY !!! !//0. 00020:25:80/ 
/HOMO SAPIENS (HUMAN) .//P39195 

F-THYR01001656//PROLINE-RICH PROTEIN MP-2 PRECURSOR. //O. 0091: 54 :42//MUS 

MUSCULUS (MOUSE). //P05142 

F-THYR01001661//HYPOTHETICAL 21.1 KD PROTEIN IN SSR-SERA INTERGENIC REGI 
ON (0182).//0.033:77:35//ESCHERICHIA COLI .//P09160 

F-THYR01001671//(2'-5' )OLIGOADENYLATE SYNTHETASE 1 (EC 2.7.7.-) ((2-5* )0 
LIGO(A) SYNTHETASE 1) (2-5A SYNTHETASE 1) (P46/P41) (E18/E16) . //4.3e-34: 
207 :34//H0M0 SAPIENS (HUMAN) . //P00973 

F-THYR01001673//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//3.9e-08:49:65/ 
/HOMO SAPIENS (HUMAN) .//P391 94 

F-THYR01001703//HYPOTHETICAL 69.8 KD PROTEIN IN BDFl-SFPl INTERGENIC REG 
I0N.//6.4e-16:134:35//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//Q06053 
F-THYR01001706 

F-THYROlOO 1721 //RING CANAL PROTEIN (KELCH PROTEIN) .//2.7e-27:19t:36//DR0 
SOPHILA MELANOGASTER (FRUIT FLY) .//Q04652 

F-THYR01001738//MATING PROCESS PROTEIN MID2 (SERINE-RICH PROTEIN SMSl) ( 
PROTEIN KINASE A INTERFERENCE PROTEIN) .//O. 0032: 105: 32//SACCHAR0MYCES CE 
REVISIAE (BAKER'S YEAST) . //P36027 
F-THYR01001745 

F-THYR01001746//GENE 10 PROTEIN. //I. 0:55:30//SPIR0PLASMA VIRUS SPV1-R8A2 
B.//P15901 

F-THyR01001772//!!!! ALU SUBFAMILY J WARNING ENTRY !!! l//1.2e-05: 41:63// 
HOMO SAPIENS (HUMAN) .//P39188 



2 5 4 3 



ailiE# 2002-3046780 



#2000—183767 

F-THYR01001793//HYPOTHETICAL 21.6 KD PROTEIN F37A4.2 IN CHROMOSOME III./ 
/1.5e-26:161:42//CAEN0RHABDITIS ELEGANS.//P41880 

F-THYR01001809//LATENCY-RELATED PROTEIN 2.//0.49:74:27//HERPES SIMPLEX V 
IRUS (TYPE 1 / STRAIN F).//P17589 

F-THYR01001828//PROTEINASE INHIBITOR. //0.11:34:50//SOLANUM MELONGENA (EG 
GPLANT) (AUBERGINE). //P01078 

F-THYR01001854//ACYL-COA-BINDING PROTEIN HOMOLOG (ACBP) (DIAZEPAM BINDIN 
G INHIBITOR HOMOLOG) (DBI) .//O. 63:50 :38//RANA RIDIBUNDA (LAUGHING FROG) 
(MARSH FR0G).//P45883 
© F-THYR01001895//!! !! ALU. SUBFAMILY J WARNING ENTRY ! i ! !//6. le-09:72:47// 
HOMO SAPIENS (HUMAN) . //P39188 

F-THYR01001907//TRYPOMAST'IGOTE DECAY-ACCELERATING FACTOR (T-DAF) (FRAGME 
NT).//0.79:36:44//TRYPANOSOMA CRUZI . //Q26327 

F-VESEN1000122//HOMEOBOX PROTEIN HB9.//0.57;64:32//HOMO SAPIENS (HUMAN). 
//P50219 

F-Y79AA1000013//METALLOTHIONEIN B (MT-B) ://0.034:35:48//SALMO SALAR (ATL 
ANTIC SALMON). //P52720 

F-Y79AA1000033//CHOLECYSTOKININ.//0.97:49:30//PSEUDEMYS SCRIPTA (SLIDER 
TURTLE). //P80345 

- - ^ - -F-Y79AA1000037-//DNA-BrNDrNG PROTEIN BMi-1-^ SAPIENS - 

(HUMAN). //P35226 

F-Y79AA1000059//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556.//0.00 
75:127:36//STREPT0MYCES FRADIAE.//P20186 

F-Y79AA1000065//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: P 
EPTIDE P-D] (FRAGMENT). //O. 022: 135 :29//H0M0 SAPIENS (HUMAN) .//P10162 
F-Y79AA1000131//REGULATORY PROTEIN E2.//l.le-05:175:26//HUMAN PAPILLOMAV 
IRUS TYPE 24.//P50770 

F-Y79AA1000181//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//I. 4e-06: 187: 29//M 
US MUSCULUS (MOUSE). //P05143 
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F-Y79AA1000202//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT) .//6.2e-09: 4 
7:53//0WENIA FUSIF0RMIS.//P21260 

F-Y79AA1000214//HI STONE H2A VARIANT. //I. 7e-50: 107: 100//GALLUS CALLUS (CH 
ICKEN).//P02272 

F-Y79AA1000230//GONADOLIBERIN I PRECURSOR (LHRH I) (LUTEINIZING HORMONE 
RELEASING HORMONE I) (GONADOTROPIN RELEASING HORMONE I) (GNRH I) (LULIBE 
RIN I).//0.27:64:34//HOMO SAPIENS (HUMAN) .//PO 11 48 

F-Y79AA1000231//HYPOTHETICAL 47.9 KD PROTEIN M021B04.12.//2.5e-72:277:53 
//ARABIDOPSIS THALIANA (MOUSE-EAR CRESS) . //004658 
© F-Y79AA1000258//PROLINE-RICH PROTEIN MP-2 PRECURSOR. //2.8e-08: 174: 35//MU 
S MUSCULUS (MOUSE). //P05142 

F-Y79AA1000268//COLLAGEN ALPHA l(III) CHAIN (FRAGMENT) .//O. 00020: 176: 33/ 

/RATTUS NORVEGICUS (RAT) .//P13941 

F-Y79AA1000313//HYPOTHETICAL 54.0 KD PROTEIN C32A3.1 IN CHROMOSOME III./ 
/0.092:127:21//CAENORHABDITIS ELEGANS.//Q09260 

F7Y79AA1000328//SEL-10 PROTEIN. //5. 3e-05: 129:28//CAEN0RHABDITIS ELEGANS. 
//Q93794 

F-Y79AA1000342//KERATIN, ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KERATIN). 
//1.0:73:30//OVIS ARIES (SHEEP) . //P26372 

F-y79AAl000346//COATOMER" GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAMMA-COP). 
//1.8e-95:205:83//B0S TAURUS (BOVINE) . //P53620 

F-Y79AA1000349//ANTIFREEZE PEPTIDE 4 PRECURSOR. //O. 036: 37 :54//PSEUD0PLEU 
RONECTA AMERICANUS (WINTER FLOUNDER) .//P02734 

F-Y79AA1000355//HYPOTHETICAL 18.2 KD PROTEIN ZK632.13 IN CHROMOSOME III. 
//O . 0031 : 106: 28//CAEN0RHABDITIS ELEGANS. //Q10120 

F-Y79AA1000368//REDUCED VIABILITY UPON STARVATION PROTEIN 161.//1.4e-16: 
208:28//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P25343 
F-Y79AA1000405//LIGHT-HARyESTING PROTEIN B-800-850, ALPHA CHAIN C (ANTEN 
NA PIGMENT PROTEIN, ALPHA CHAIN C) (LH II-C ALPHA) .//O. 98:50 :30//RHODOPS 



2 5 4 5 



mtiE4t 2002-3046780 



#2000—183767 



EUDOMONAS PALUSTRIS.//P35103 

F-Y79AA1000410//I!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//?. 9e-20:62:79/ 
/HOMO SAPIENS (HUMAN)'. //P39194 

F-Y79AA1000420//HYPOTHETICAL 27.7 KD PROTEIN IN UME3-HDA1 INTERGENIC REG 
ION.//1.4e-06:86:38//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53970 
F-Y79AA1000469//HYPOTHETICAL 48.4 KD PROTEIN F44B9.5 IN CHROMOSOME III./ 
/2.8e-34:21l:40//CAENORHABDITIS ELEGANS.//P34426 

F-Y79AA1000480//HYPOTHETICAL 63.2 KD PROTEIN C1F3.09 IN CHROMOSOME I.//3 
.9e-15:90:32//SCHIZOSACCHAROMYCES .POMBE (FISSION YEAST) . //Q10414 
F-Y79AA1000538//!!! ! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//0.37:41:48//HO 
MO SAPIENS (HUMAN). //P39195 

F-Y79AA1000539//SPLICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICI 
NG FACTOR SRP75) . //I .8e-21 : 190:37//HOMO SAPIENS (HUMAN) . //Q08170 
F-Y79AA1000540//SPERM PROTAMINE PI .//O. 00045:66:45//DASYURUS VIVERRINUS 
(SOUTHEASTERN QUOLL) , AND DASYURUS HALLUCATUS.//P42135 
F-Y79AA1000560//ALPHA-ADAPTIN C (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 ALP 
HA-C LARGE CHAIN) (100 KD COATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADA 
PTOR HA2/AP2 ADAPTIN ALPHA C SUBUNIT) .//1.6e-79: 186:87//MUS MUSCULUS (MO 
USE).//P17427 

F-Y79AAi000574//AKLAVINONE C-lT HYDROXYLASE (EC T. -.-.-) (FRAGMENT) . 7/0. . 
010 : 35 : 60//STREPTOMYCES PEUCETIUS . //P32009 

F-Y79AA1000589//32.3 KD PROTEIN IN CWPl-MBRl INTERGENIC REGI0N.//4.5e-27 
:197:36//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P28320 
F-Y79AA1000627//ZINC FINGER PROTEIN 134.//1.6e-34:191:35//H0M0 SAPIENS ( 
HUMAN). //P52741 

F-Y79AA1000705//HYPOTHETICAL 128.5 KD HELICASE IN ATS1-TPD3 INTERGENIC R 
EGION.//8.7e-36:250:40//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P3138 
0 

F-Y79AA1000734//PEROXISOMAL MEMBRANE PROTEIN PMP30A (PMP31) (PEROXIN-llA 
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).//0. 00037: 108:27//CANDIDA BOIDINII (YEAST) .//Q00316 

F-Y79AA1000748//HYPOTHETICAL 61.3 KD PROTEIN F25B5.5 IN CHROMOSOME III./ 
/I . Oe-23: 210 : 34//CAEN0RHABDITIS ELEGANS. //Q09316 

F-Y79AA1000752//PUTATIVE HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN X (HNRN 
P X) (CBP).//1.4e-53:156:68//MUS MUSCULUS (MOUSE) .//Q61990 
F-Y79AA1000774//HYPOTHETICAL 77.9 KD PROTEIN IN RRN10-MCM2 INTERGENIC RE 
GI0N.//1.2e-ll:23l:26//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P38205 
F-Y79AA1000782//CUTICLE COLLAGEN 2.//0.012:56:35//CAEN0RHABDITIS ELEGANS 
.//P17656 

F-Y79AA1 000784//H I ST I D I NE-R ICH GLYCOPROTE I N PRECURSOR . // 1 . 3e-08 : 82 : 39//P 
LASMODIUM LOPHURAE.//P04929 

F-Y79AA1000794//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS) 
.//0.043:13:53//HOMO SAPIENS (HUMAN) .//P30808 

F-Y79AA1000800//PRIA PROTEIN PRECURSOR. //O. 031: 94: 34//LENT INULA EDODES ( 
SHIITAKE MUSHROOM) (LENTINUS EDODES) .//Q01200 

F-Y79AA1000802//HYPOTHETICAL 67.4 KD PROTEIN IN RPS3-PSD1 INTERGENIC REG 
ION.//0.26:186:23//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P53882 
F-Y79AA1000805//AMP DEAMINASE (EC 3.5.4.6) (MYOADENYLATE DEAMINASE) .//O. 
99:78:35//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) . //P50998 
F-Y79AA100082'4//HYPOTHETICAL '81.7"KD PROTEIN IN M0L1-NAT2 INTERGENIC REG 
I0N.//3.4e-44:lll:49//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P48234 
F-Y79AA1000827//HYPOTHETICAL BHLFl PROTEIN. //O. 0046: 187:33//EPSTEIN-BARR 

VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03181 
F-Y79AA1000833/ /TUBULIN ALPHA-1 CHAIN.//1.0e-75:239:66//CRICETULUS GRISE 
US (CHINESE HAMSTER). //P05209 

F-Y79AA1000850//SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N).//0. 
0078:57:31//HOMO SAPIENS (HUMAN) .//P22532 

F-Y79AA1000962//MYOSIN HEAVY CHAIN, GIZZARD SMOOTH MUSCLE. //8.5e-ll: 241: 
26//GALLUS GALLUS (CHICKEN) .//P10587 
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F-Y79AA1000966//ATP SYNTHASE A CHAIN (EC 3.6.1.34) (PROTEIN 6). //O. 69:12 
2:31//TRYPAN0S0MA BRUCEI BRUCEI .//P24499 

F-Y79AA1000968//TRANSLATION INITIATION FACTOR EIF-2B GAMMA SUBUNIT (EIF- 
28 GDP-GTP EXCHANGE FACTOR) .//3.3e-102: 211: 93//RATTUS NORVEGICUS (RAT)./ 

/P70541 

F-Y79AA1000969//PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR.// 1.0: 67 :38//GALL 
US GALLUS (CHICKEN). //P02457 

F-Y79AA 1 000976/ / I NVOLUCR IN.//0.99:66: 31 //CEBUS ALB I FRONS ( WH I TE-FRONTED 
CAPUCHIN). //P24709 

F-Y79AA1000985//PERICENTRIN.//l.le-24:116:59//MUS MUSCULUS (MOUSE) . //P48 . 
725 

F-Y79AA1001023//HYPOTHETICAL 105.9 RD PROTEIN IN AAC3-RFC5 INTERGENIC RE 
GION.//0.37:79:27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P38250 
F-Y79AA1001041//SPERMATID-SPECIFIC PROTEIN Tl [CONTAINS: SPERM PROTAMINE 

SPl] .//0.93:43:39//SEPIA OFFICINALIS (COMMON CUTTLEFISH) .//P80001 
F-Y79AA1001048//ACYL-COA DEHYDROGENASE, VERY-LONG-CHAIN SPECIFIC PRECURS 
OR (EC 1.3.99.-) (VLCAD). //I. 5e-5l:21l:52//B0S TAURUS (BOVINE) .//P48818 
F-Y79AA1001061//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! I ! !//3.8e-25:85:69/ 
/HOMO SAPIENS (HUMAN) .//P391 94 

F-Y79AA1001068//PROC0LLAGEN ALPHA 1(11) CHAIN PRECURSOR [CONTAINS: CHOND 
ROCALCIN] .//0.0015:207:33//MUS MUSCULUS (MOUSE) .//P28481 
F-Y79AA1001077//ADULT-SPECIFIC RIGID CUTICULAR PROTEIN 11.9 (ACP 11.9)./ 
/0.99:36:41//ARANEUS DIADEMATUS (SPIDER) .//P80515 

F-Y79AA1001078//HYPOTHETICAL 88.1 KD PROTEIN K02D10.1 IN CHROMOSOME III. 
//1.0e-06:197:23//CAENORHABDITIS ELEGANS.//P34492 

F-Y79AA1001105//HOMEOBOX PROTEIN 0TX2.//2.9e-62: 163:79//MUS MUSCULUS (MO 
USE).//P80206 

F-Y79AA1001145//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//0.024:42:59//H 
OMO SAPIENS (HUMAN). //P39195 
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F-Y79AA1001167//HYPOTHETICAL 7.1 KD PROTEIN IN IAP2-VLF1 INTERGENIC REG! 
ON.//0.96:20:50//AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMN 
PV).//P41471 

F-Y79AA1001177//HYP0THETICAL BHLFl PROTEIN . //3. 9e-05 : 135 : 34//EPSTEIN-BAR 

R VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03181 

F-Y79AA1001185//PUTATIVE CUTICLE COLLAGEN C09G5.5.//0.00017:93:38//CAENO 

RHABDITIS ELEGANS.//Q09456 

F-Y79AA1001211 

F-Y79AA1001216//TENSIN.//0.012:134:32//GALLUS GALLUS (CHICKEN) . //Q04205 
^ F-Y79AA1001228//MUCIN 2 PRECURSOR (INTESTINAL MUCIN 2) .//0.088:75:34//HO 
MO SAPIENS (HUMAN). //Q02817 

F-Y79AA1001233//ESTRADIOL 17 BETA-DEHYDROGENASE 1 (EC 1.1.1.62) (17-BETA 
-HSD 1) (17-BETA-HYDROXYSTEROID DEHYDROGENASE 1) .//l.le-40:139:51//RATTU 
S NORVEGICUS (RAT) .//P5 1857 

F-Y79AA1001236//HYPOTHETICAL 34.7 KD PROTEIN IN 0RC2-TIP1 INTERGENIC REG 
I0N.//2.0e-22:108:53//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P38238 
F-Y79AA1001281 

•F-Y79AA1001299//PR0LINE-RICH PROTEIN MP-3 (FRAGMENT) .//O. 0022: 49: 44//MUS 
MUSCULUS (MOUSE). //P05143 

'F-Y79AA1001312//50S RIBOSOMAL PROTEIN L24 , " CHLOROPLAST PRECURSOR. //O . 98: 
117:25//ARABID0PSIS THALIANA (MOUSE-EAR CRESS) . //P92959 
F-Y79AA1001323//CORNIFIN (SMALL PROLINE-RICH PROTEIN I) (SPR-I) (SMALL P 
ROLINE-RICH SQUAMOUS CELL MARKER) (SPRP) .//0.082:44:40//SUS SCROFA (PIG) 
.//P35323 

F-Y79AA1001384//APOLIPOPROTEIN C-III PRECURSOR (APO-CIII) .//0.99:47:40// 

MUS MUSCULUS (MOUSE) .//P33622 

F-Y79AA1001391//HOMEOBOX PROTEIN H0X-A13 (HOX-IJ) .//9.8e-58:157:62//H0M0 

SAPIENS (HUMAN). //P31271 
F-Y79AA1001394//TRICHOHYALIN.//4.7e-08:121:36//HOMO SAPIENS (HUMAN) .//QO 
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F-Y79AA1001402//ETS-DOMAIN TRANSCRIPTION FACTOR ERF.//0.0087:81:33//MUS 
MUSCULUS (MOUSE). //P70459 

F-Y79AA1001493//HYPOTHETICAL 48.1 KD PROTEIN B0403. 2 IN CHROMOSOME X.//4 
.5e-21:125:44//CAEN0RHABDITIS ELEGANS.//Q11076 

F-Y79AA1001511//HYP0THETICAL 86.6 KD PROTEIN IN PFK1-TDS4 INTERGENIC REG 
I0N.//2.3e-17:249:31//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P53313 
F-Y79AA1001533//DNA-DIRECTED RNA POLYMERASE I 49 KD POLYPEPTIDE (EC 2.7. 
7.6) (A49) .//O. 0099: 155: 23//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST) .//Q 
^ 01080 

F-Y79AA1001541 

F-Y79AA1001548//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//l. le-17:53:83/ 
/HOMO SAPIENS (HUMAN) .//P391 92 

F-Y79AA1001555//MAJOR SURFACE ANTIGEN. //0.046:62:29//HEPATITIS B VIRUS./ 
/P31873 

F-Y79AA1001581//ACETYL-C0ENZYME A SYNTHETASE (EC 6.2.1.1) (ACETATE— COA 
LIGASE) (ACYL- ACTIVATING ENZYME) .//8.6e-ll:l44:31//ESCHERICHIA COLI.//P 
27550 

F-Y79AA1001585//SPERM MITOCHONDRIAL CAPSULE ^SELENOPROTE IN (MCS) .//0.012: 
64:40//MUS MUSCULUS (MOUSE). //P15265" ' " 

F-Y79AA1001594//CORNIFIN BETA.//0.6l:88:31//MUS MUSCULUS (MOUSE) .//00911 
6 

F-Y79AA1001603//TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TA 
FI 1-135) (TAFII135) (TAFI 1-130) (TAFII130) .//0.024: 170:30//HOMO SAPIENS 
(HUMAN). //000268 

F-Y79AA1001613//ZINC FINGER PROTEIN 42 (MYELOID ZINC FINGER 1) (MZF-1)./ 
/4.5e-09:136:27//HOMO SAPIENS (HUMAN) . //P28698 

F-Y79AA1001647//HYPOTHETICAL 23.1 KD PROTEIN CY277.20C.//0.093:94:26//MY 
COBACTERIUM TUBERCULOSIS. //P71779 
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F-Y79AA1001665//HOMEOBOX PROTEIN DLX-2 (HOMEOBOX PROTEIN TES-1) .//0.79:9 
0:26//MUS MUSCULUS (MOUSE) .//P40764 

F-Y79AA1001679//LAMBDA-CRYSTALLIN.//1.6e-95:224:81//ORYCTOLAGUS CUNICULU 
S (RABBIT). //P14755 

F-Y79AA1001692//GERM CELL-LESS PROTEIN. //3.5e-08:78:38//DROSOPHILA MELAN 
OGASTER (FRUIT FLY) .//Q01820 

F-Y79AA1001696//INSULIN.//1.0:33:27//ANGUILLA ROSTRATA (AMERICAN EEL) .// 
P42633 

F-Y79AA1001705//HYPOTHETICAL BHLFl PROTEIN. //O. 0013: 192:33//EPSTEIN-BARR 

VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03181 
F-Y79AA1001711//PARATHYMOSIN (ZINC-BINDING 11.5 KD PROTEIN) .//O. 032:38:3 
4//RATT0S NORVEGICUS (RAT) . //P04550 
F-Y79AA1001781 

F-Y79AA1001805//VASODILATOR-STIMULATED PHOSPHOPROTEIN (VASP) .//0.0063: 12 
8:30//HOMO SAPIENS (HUMAN) . //P50552 

F-Y79AA1001827//SPERM PROTAMINE P1.//0.015:45:40//DIDELPHIS MARSUPIALIS 
VIRGINIANA (NORTH AMERICAN OPOSSUM), AND MONODELPHIS DOMESTICA (SHORT-TA 
I LED GREY OPOSSUM). //P35305 

F-Y79AA1001846//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2.4e-09:42:73// 
HOMO SAPIENS (HUMAN). 7/P39188 ' 

F-Y79AA1001848//KRUEPPEL PROTEIN (FRAGMENT) .//I. 8e-10:63:44//PSYCH0DA CI 
NEREA.//Q02035 

F-Y79AA1001866//ZINC FINGER PROTEIN 90 (ZFP-90) (ZINC FINGER PROTEIN NKl 
0).//0. 00036: 108 :37//MUS MUSCULUS (MOUSE) .//Q6 1987 

F-Y79AA1001874//OX40L RECEPTOR PRECURSOR (ACT35 ANTIGEN) (TAX-TRANSCRIPT 
lONALLY ACTIVATED GLYCOPROTEIN 1 RECEPTOR) (CD134 ANTIGEN) .//3.2e-07: 100 
:35//H0M0 SAPIENS (HUMAN) . //P43489 

F-Y79AA1001875//B-CELL GROWTH FACTOR PRECURSOR (BCGF-12 KD) .//O. 020:25:6 
4//H0M0 SAPIENS (HUMAN) . //P20931 
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F-Y79AA1001923//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: P 
EPTIDE P-D] (FRAGMENT). //O. 016: 83 :36//H0M0 SAPIENS (HUMAN) .//P10162 
F-Y79AA1001963//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA HELI 
CASE SPAC10F6.02C.//8.1e-13:94:47//SCHIZOSACCHAROMYCES POMBE (FISSION YE 
AST).//042643 

F-Y79AA1002027//UBIQUITIN-C0NJUGATING ENZYME E2-18 KD (EC 6.3.2.19) (UBI 
QUITIN- PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42) .//9.8e-39: 143 
:52//ARABID0PSIS THALIANA (MOUSE-EAR CRESS) . //P42743 

F-Y79AA1002083//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS) 
^ . //O. 036: 53 :45//H0MO SAPIENS (HUMAN). //P30808 

F-Y79AA1002089//HYPOTHETICAL 49.1 KD PROTEIN F02A9.4 IN CHROMOSOME III./ 
/O. 12: 171:22//CAEN0RHABDITIS ELEGANS.//P34384 

F-Y79AA1002093//MAX PROTEIN. //3. le-07: 111 : 29//BRACHYDANI0 RERIO (ZEBRAFI 
SH) (ZEBRA DANI0).//P52161 

F-Y79AA1002103//SHORT NEUROTOXIN C.//0.040:21:47//AIPYSURUS LAEVIS (OLIV 
E SEA SNAKE). //P19958 

F-Y79AA1 002 1 15//HYP0THET I CAL PROTE I N M J0827 . // 0 . 84 : 68 : 30/ /METHANOCOCCUS 
JANNASCHII.//Q58237 

F-Y79AA1002125//HYP0THETICAL 24.7 KD PROTEIN IN P0M152-REC114 INTERGENIC 
REGION . //3 . 4e-29 : 1 97 : 39//SACCHAR0MYCES CEREV IS I AE (BAKER' S YEAST) . //P40 
206 

F-Y79AA1002139//DNAJ PROTEIN HOMOLOG 1 (DROJl) .//1.9e-19: 120:45//DROSOPH 
ILA MELANOGASTER (FRUIT FLY) .//Q24133 

F-Y79AA1002204//TBX6 PROTEIN (T-BOX PROTEIN 6) .//0.001l:l62:32//MUS MUSC 
ULUS (MOUSE) . //P70327 

F-Y79AA1002208//ANKYRIN.//2.9e-08:23l:29//MUS MUSCULUS (MOUSE) . //Q02357 
F-Y79AA1002209//TYROSYL-TRNA SYNTHETASE, MITOCHONDRIAL PRECURSOR (EC 6.1 
.1.1) (TYROSINE— TRNA LIGASE) (TYRRS) .//3.7e-23: 170:32//SACCHAROMYCES CE 
REVISIAE (BAKER'S YEAST) . //P48527 
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F-Y79AA1002210//CORNIFIN A (SMALL PROLINE-RICH PROTEIN lA) (SPR-IA) (SPR 
K).//0.0061:69:31//HOMO SAPIENS (HUMAN) ,//P35321 

F-Y79AA1002211//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//9.2e-10:43:62/ 
/HOMO SAPIENS (HUMAN) .//P39193 

F-Y79AA1002220 

F-Y79AA1002229//HYPOTHETICAL 60.7 KD PROTEIN C56F8.17C IN CHROMOSOME I./ 
/1.9e-21:147:40//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q10264 
F-Y79AA1002234 

F-Y79AA1002246//MY0SIN IC HEAVY CHAIN.//0.00066: 131:34//ACANTHAM0EBA CAS 
TELLANII (AMOEBA). //P10569 

F-Y79AA1002258//HYPOTHETICAL 103.9 KD PROTEIN ZK370.3 IN CHROMOSOME III. 
//4.3e-45: 164:48//CAEN0RHABDITIS ELEGANS. //Q02328 

F-Y79AA1002298//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE M) [CONTAINS: P 
EPTIDE P-D] (FRAGMENT). //0.0063:99:31//HOM0 SAPIENS (HUMAN) .//P10161 
F-Y79AA1002307 

F-Y79AA1002311//HYP0THETICAL 105.3 KD PROTEIN C01G6.5 IN CHROMOSOME III. 
//O . 75 : 1 98 : 24//CAEN0RHABD I TI S ELEGANS . //P460 12 

F-Y79AA1002351//CUTICLE COLLAGEN 34.//0.74: 128:35//CAEN0RHABDITIS ELEGAN 
S.//P34687 

F-Y79AA1002361//GLC7-INTERACTING PROTEIN 2.//0.050:7l:29//SACCHAR0MYCES- 
CEREVISIAE (BAKER'S YEAST). //P40036 

F-Y79AA1002399//NEUROMODULIN (AXONAL MEMBRANE PROTEIN GAP-43) (PP46) (B- 
50) (PROTEIN Fl) (CALMODUL IN-BINDING PROTEIN P-57) .//1.0:89:30//CARASSIU 
S AURATUS (G0LDFISH).//P17691 

F-Y79AA1002407//HYPOTHETICAL 31.5 KD PROTEIN IN YGP1-YCK2 INTERGENIC REG 
I0N.//3.7e-16:232:28//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P53899 
F-Y79AA1002416//CTP SYNTHASE (EC 6.3.4.2) (UTP~AMMONIA LIGASE) (CTP SYN 
THETASE).//6.7e-72:l62:84//H0M0 SAPIENS (HUMAN) .//P17812 
F-Y79AA1002431//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930). //O. 8 
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l:34:41//H0M0 SAPIENS (HUMAN) . //P22531 

F-Y79AA1002433//CELL DIVISION CONTROL PROTEIN 68.//0.00024:85:27//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST) , //P32558 

F-Y79AA1002472//ZINC FINGER PROTEIN 35 (ZFP-35) .//2.3e-60:217:44//MUS MU 
SCULUS (MOUSE). //P15620 

F-Y79AA1002482//ZINC FINGER PROTEIN 141.//2.0e-31:90:55//HOMO SAPIENS (H 
UMAN).//Q15928 

F-Y79AA1002487//HYPOTHETICAL 67.1 KD TRP-ASP REPEATS CONTAINING PROTEIN 
C57A10.05C IN CHROMOSOME I . //O. 18:41 :36//SCHIZ0SACCHAR0MYCES POMBE (FISS 
ION YEAST). //P87053 
[0 8 2 5] 

5' ^U~y mn S EST STS S: V ^ T^GenBank^g l^'K^^^^^T-* - ^ 

h«/yt:>y h -7^— ^©Definition, 

?m'itmmn<D^-^ (base):^g|SI'l4(%), 

h ^h: v h t^- ^ (DAccesion No. (Dffi{C//T'|S^o TfE« b feo 

F-HEMBA1000005//M6US8 tiimor cell dnaJ-1 ike protein 1 mRNA, complete cds - - 
. //3 . 4e-106 : 695 : 86//L16953 

F-HEMBA1000012//Caenorhabditis elegans cosmid C16C10, complete sequence. 
//I . 5e-24 : 374 : 66//Z46787 

F-HEMBA1000020//Homo sapiens beta 2 gene.//3.5e-112:529:90//X02344 
F-HEMBA1000030//Rattus norvegicus G protein-coupled receptor kinase-asso 
ciated ADP ribosylation factor GTPase-activating protein (GITl) mRNA, co 
mp 1 ete cds . //5 . 6e-124 : 743 : 88//AF085693 

F-HEMBA1000042//Human Chromosome 15q26.1 PAC clone pDJ460gl6, WORKING DR 
AFT SEQUENCE, 3 unordered pieces.//!. le-25: 529: 65//AC004581 
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F-HEMBA1000046//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 12513, WORKING DRAFT SEQUENCE. //3.2e-ll: 330 :63//AL033528 
F-HEMBA1000050//Homo sapiens DNA sequence from PAC 172K10 on chromosome 
6q24. Contains SIS, GSS and chromosome 6 fragment, complete sequence. //O 

.32:407:59//AL022477 

F-HEMBA1000076//Homo sapiens full length insert cDNA clone ZB97G06.//6.2 
e-135 : 594 : 98//AF086182 

F-HEMBA1000111//CIT-HSP-2291M18.TF CIT-HSP Homo sapiens genomic clone 22 
91M18, genomic survey sequence. //2.8e-16: 132:79//AQ004134 
F-HEMBA1000129//Homo sapiens chromosome 17, clone HCIT48C15, complete se 
quence . //8. 6e-98 : 230 : 93//AC003104 

F-HEMBA1000141//Homo sapiens mRNA for KIAA0797 protein, partial cds.//2. 
le-167: 791 : 98// ABO 18340 

F-HEMBA1000150//Homo sapiens mRNA for KIAA0788 protein, partial cds.//2. 
2e-44: 242 : 96//AB018331 

F-HEHBA1000156//Rattus norvegicus scaffold attachment factor B mRNA, com 
plete cds.//l.le-10:409:60//AF056324 

F-HEMBA1000158//Homo sapiens CAGH44 mRNA, partial cds.//1.6e-35:365:73// 
U80741 

F-HEMBAr00016iB7/Human DNA sequence x«« SEQUENCING IN PROGRESS *«« from c 
lone 321D2, WORKING DRAFT SEQUENCE. //0.99:290:61//AL031033 
F-HEMBA1000180//rat u2 small nuclear rna gene and flanks.//3.7e-18: 112:9 
8//K00034 
F-HEMBA1000185 

F-HEMBA1000193//Human FMRl gene, 5' end. //O. 0012: 191 :67//L19476 
F-HEMBA1000201//Human Inil mRNA, complete cds. //2. Oe-73:440: 92//U04847 
F-HEMBA1000213//Plasmodium falciparum MAL3P7, complete sequence. //O. 90:3 
32:59//AL034559 

F-HEMBA1000216//MUS musculus hypoxia inducible factor three alpha mRNA, 
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comp 1 ete cds . //4 . 8e-l 17 : 585 : 83//AF060194 

F-HEMBA1000227//H. sapiens CpG island DNA genomic Msel fragment, clone 17 

9h6, reverse read cpgl79h6.rtla.//1.9e-14:95:98//Z64921 

F-HEMBAl 000231 //H. sapiens CpG island DNA genomic Msel fragment, clone 90 

a5, reverse read cpg90a5.rtla.//5.1e-34:186:97//Z56144 

F-HEMBAl 000243/ /Human DNA sequence from PAC 440021 on chromosome X conta 

ins ESTs and STS.//4.1e-67:291:82//Z84481 

F-HEMBA1000244//M.musculus Ank-1 mRNA for erythroid ankyrin.//0. 029:316: 

59//X69065 

F-HEMBA1000251//Homo sapiens PAC clone DJ0988L12 from 7qll.23-q21,l, com 

pi ete sequence. //O. 35: 467 :60//AC004454 

F^HEMBA1000264 

F-HEMBA1000280//Homo sapiens clone DJ0292L20, WORKING DRAFT SEQUENCE, 2 
unordered pieces. //8.9e-20:218:78//AC004825 

F-HEMBA1000282//Homo sapiens chromosome Y, clone 264, H, 20, complete sequ 
ence . //4 . 2e-08 : 134 : 77//AC0046 17 

F-HEMBA1000288//345L5.TPB CIT978SKA1 Homo sapiens genomic clone A-345L05 
, genomic survey sequence. //I. Ie-06:152:73//B17459 

F-HEMBA1000290//Human ornithine decarboxylase gene, complete cds.//3.2e- 
ir:507:62//M33764 ' ■ -- . . 

F-HEMBA1000302//CIT-HSP-2169N13.TF CIT-HSP Homo sapiens genomic clone 21 
69N13, genomic survey sequence. //5.4e-06:86:88//B90730 
F-HEMBA1000303//MUS musculus Plenty of SH3s (POSH) mRNA, complete cds.// 
7 . 9e-l 1 1 : 701 : 86//AF030131 

F-HEMBA1000304//HS_3006_A1_A09_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3006 Co 1=17 Row=A, genomic survey 
sequence. //5. 2e-40: 240 : 92//AQ1 18226 

F-HEMBA1000307//MUS musculus mRNA for CDV-IR protein. //7.9e-127:815:84// 
Y10495 
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F-HEMBA1000327//HS_3124_B2_H08_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Piate=3124 Col=16 Row=P, genomic survey 
sequence. //I . 4e-l 1 : 87 : 96//AQ187492 
F-HEMBA1000333 

F-HEMBA1000338//Homo sapiens chromosome X, PAC 671D9, complete sequence. 
//4 . Oe-66 : 27 1 : 84// AF031 078 

F-HEMBA1000351//Homo sapiens PAC clone DJ0649P17 from 7qll.23-q21, compl 
ete sequence . //O . 64 : 334 : 60//AC004848 

F-HEMBA1000355//Pseudorabies virus serine/ threonine kinase (ULPK) gene, 
partial cds and alkaline nuclease (AN) gene, complete cds.//0. 017:313:63 
//U25056 

F-HEMBA1000356//0ryctolagus cuniculus troponin T cardiac isoform mRNA, 3 
' end of cds.//0.87:198:61//L40178 

F-HEMBA1000357//HS_3194_A1_D05_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3194 Col=9 Roh=G, genomic survey s 
equence . //6 . 5e-90 : 436 : 98//AQ173748 

F-HEMBA1000366//HS_3027_B2_G06_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3027 Col=12 Row=N, genomic survey 
sequence. //O . 0074: 192 : 64//AQ128843 

F-KEMBA1000369//Human DNA sequence from clone r039K5 on chroiposome 22ql2 - 
.3-13.2 Contains gene similar to PICKl perinuclear binding protein, gene 

similar to monocarboxylate transporter (MCT3) , ESTs, STS, GSS and a CpG 

island, complete sequence. //4. 2e-106: 133:99//AL031587 
F-HEMBA1000376//Homo sapiens chromosome 19, BAG CIT-B-393il5 (BC301323) , 

comp 1 ete sequence . //I . 6e-22 : 659: 63//AC0061 16 
F-HEMBA1000387//Homo sapiens chromosome 12pl3.3 clone RPCI11-264F23, WOR 
KING DRAFT SEQUENCE, 90 unordered pieces.//3.2e-06: 136:75//AC006122 
F-HEMBA1000390//Homo sapiens BAC clone RG119C02 from 7pl5, complete sequ 
ence . //3 . 5e-l 1 1 : 284 : 95//AC004520 
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F-HEMBA1000392//Human DNA sequence ««* SEQUENCING IN PROGRESS «*« from c 
lone 173D1, WORKING DRAFT SEQUENCE. //I. 8e-39:332:80//AL031984 
F-HEMBA1000396//Human Xql3 3' end of PAC 92E23 containing the X inactiva 
tion transcipt (XIST) gene, complete sequence. //9.5e-35: 364 :73//U80460 
F-HEMBA1000411//Human Xp22 contig of 3 PACS (R7-39D12, R7-134G1, R7-185L 
21) from the Roswell Park Cancer Institute, complete sequence. //8.1e-18: 
424:64//U96409 

F-HEMBA1000418//Drosophila melanogaster Oregon-R mitochondrial A+T regio 

n.//0.0026:564:59//U11584 

F-HEMBA1000422//Human DNA from chromosome 19 specific cosmid R30292, gen 
omic sequence, complete sequence. //9.2e-14:232:70//AC003112 
F-HEMBA1000428//Homo sapiens Xp22 BAC GSHB-590J6 (Genome Systems Human B 
AC library) complete sequence. //3.8e-37: 408 :69//AC004554 
F-HEMBA1000434//Caenorhabditis elegans cosmid Y48E1B, complete sequence. 
//0.73:454:57//Z93393 
F-HEMBA1000442 

F-HEfIBA1000456//RPCIll-30J5.TV RPCI-11 Homo sapiens genomic clone RPCI-1 
1-30J5, genomic survey sequence. //6.3e-06: 62 :96//B85188 
F-HEMBA1000459//MUS musculus hemin-sensitive initiation factor 2 alpha k 
inase mRNA, "complete cds.//6.Se-70:580:79//AF02880S " 
F-HEMBA1000460//Homo sapiens PAC clone DJ0593H12 from 7p31, complete seq 
uence . //2 . 8e-154 : 746 : 98//AC004839 

F-HEMBA1000464//Homo sapiens, clone hRPK.15_A_l, complete sequence. //4. 8 
e-25:397:72//AC006213 

F-HEMBA1000469//CIT-HSP-2167P21.TF CIT-HSP Homo sapiens genomic clone 21 
67P21, genomic survey sequence. //4.0e-83:406:99//B94160 
F-HEMBA1000488//Homo sapiens Chromosome 22qll.2 PAC Clone p_mll In BCRL2 
-GGT Region, complete sequence. //4.2e-53: 312 :93//AC004033 
F-HEMBA1000490//Campylobacter jejuni groES, groEL genes. //0.59:451:62//Y 
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F-HEMBA1000491//Mur ine sarcoma virus (Harvey-strain) H-ras transforming 
P21 gene.//8.6e-06:338:58//X00740 

F-HEMBA1000501//Homo sapiens chromosome 17, clone hRPK.264_B_14, comple 
te sequence. // 9. 4 e-41 : 591 : 69//AC005884 

F-HEMBA1000504//Homo sapiens mRNA for osteoblast specific factor 2 (OSF- 
2os) . //4 . Oe-07 : 57 : 100//D13666 
F-HEMBAl 000505 

F-HEMBA1000508//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4 
, BAG clone C0135005; HTGS phase 1, WORKING DRAFT SEQUENCE, 23 unordered 
p i eces . / /0 . 035 : 329 : 6 1 // AC00466 1 
F-HEMBA1000518//Caenorhabditis elegans cosmid C17H12.//0.96:425:58//AF04 
5642 

F-HEMBA1000519//Homo sapiens Xp22 BAG GSHB-536K7 (Genome Systems Human B 
AC library) complete sequence. //I. 6e-53:300:89//AC004616 
F-HEMBA1000520//Homo sapiens clone DJ0813F11, WORKING DRAFT SEQUENCE, 5 
unordered pieces. //I. 7e-10:117:86//AC006006 

F-HEMBA.1000523 

F-HEMBA1000531//MUS musculus Hsp70-related NST-1 (hsr.l) mRNA, complete 
cds.//3.9e-35:290:807/U08215 ~ " " - 

F-HEMBA1000534//Homo sapiens chromosome 17, clone hRPK. 177_H_5, WORKING 
DRAFT SEQUENCE, 2 ordered p i eces. // 1 .7e-36: 328: 77//AC005973 
F-HEMBA1000540//Arabidopsis thaliana DNA chromosome 4, BAG clone F7K2 (E 
SSAII project) .//0.057:265:63//AL033545 

F-HEMBA1000542//Rattus norvegicus mRNA for dipeptidyl peptidase III, com 
plete cds.//1.2e-110:572: 88/ /D89340 

F-HEMBA1000545//Human DNA from cosmid L27h9, Huntington's Disease Region 
, chromosome 4pl6.3 contains CpG island. //7.5e-130: 780: 89//Z49237 
F-HEMBA1000555//Human DNA sequence «** SEQUENCING IN PROGRESS *** from c 
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lone 134019, WORKING DRAFT SEQUENCE. //3.2e-175: 838: 98//AL034555 
F-HEMBA1000557//CIT-HSP-2369F15.TF CIT-HSP Homo sapiens genomic clone 23 
69F15, genomic survey sequence. //2.8e-32: 315 :78//AQ074611 
F-HEMBA1000581//Rattus norvegicus Olf-l/EBF associated Zn finger protein 
Roaz mRNA, alternatively spliced form, complete cds,//3.4e-69:665:72//U 
92564 

F-HEMBA1000563//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomi 
c sequence, WORKING DRAFT SEQUENCE, 3 unordered pieces. //0,59:26l:61//AC 

005504 

F-HEMBA1000568//HS_3243_B2_A12_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone PIate=3243 Col=24 Row=B, genomic survey 
sequence. //3. le-54: 323: 91//AQ219628 

F-HEMBA1000569//M.musculus mRNA for GPI-anchored protein. //I. 4e-19:440:6 
1//X89571 

F-HEMBA1000575//Plasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic 
sequence, WORKING DRAFT SEQUENCE, 7 unordered pieces. //0.0016:557:57//A 
C005506 

F-HEMBA1000588//MUS musculus FLI-LRR associated protein-1 mRNA, complete 

cds . //I . 7e-l 1 : 132 : 79//AF045573 
F-HEMBA1000591//Homo sapiens mRNA for ElB-55kDa-associated protein, //7, 3 
e-43:228:97//AJ007509 

F-HEMBA1000592//MUS musculus clone 0ST7314, genomic survey sequence. //7. 
3e-07 : 68 : 94//AF046733 

F-HEMBA1000594//Human DNA sequence from PAC 306D1 on chromosome X contai 
ns ESTs.//8.7e-71:553:79//Z83822 

F-HEMBA1000604//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 237 J2, WORKING DRAFT SEQUENCE. //2. 9e-21 : 158:75//AL021394 
F-HEMBA1000608//Homo sapiens mRNA for KIAA0456 protein, partial cds. //I. 
le-118:56l:99//AB007925 
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F-HEMBA1000622//Homo sapiens Chromosome 16 BAG clone CIT987SK-A-152E5, c 
omp I ete sequence . //2 . 2e-28 : 426 : 70//AC004382 

F-HEMBA1000636//Human CpG island sequence, clone Q28B8.//1.0e-15:274:68/ 
/D85773 

F-HEMBA1000637//Homo sapiens mRNA for KIAA0690 protein, partial cds.//6. 
7e-137 : 639 : 99//AB0 14590 

F-HEMBA1000655// , complete sequence. //5. le-83: 685: 80//AG005815 
F-HEMBA1000657//Rattus norvegicus ADP-ribosylation factor-directed GTPas 
e activating protein mRNA, complete cds.//l. le-9l:597:84//U35776 
F-HEMBA1000662//Homo sapiens clone DJ0853H20, WORKING DRAFT SEQUENGE, 5 
unordered pieces. //0.019:695:57//AG004907 

F-HEMBA1000673//Human DNA sequence *** SEQUENGING IN PROGRESS »** from c 

lone 229A8, WORKING DRAFT SEQUENGE. //I .5e-48:325:85//Z86090 

F-HEMBA1000682//Homo sapiens (subclone 5_g5 from PI H25) DNA sequence.// 

7.7e-61:615:74//L43411 

F-HEMBA1000686 

F-HEMBA1000702 

F-HEMBA1000705//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 gene 
mic sequence, WORKING DRAFT SEQUENGE, 9 unordered pieces.//0.0037:569:57 

//AG005507 - - - - 

F-HEMBA1000719//Streptomyces coelicolor cosmid lG2.//2.0e-09:483:62//AL0 
31124 

F-HEMBA1000722//Toxoplasma gondii chloroplast, complete genome. //O. 00058 
:762:57//U87145 

F-HEMBA1000726//H. sapiens HLA-DRB1*15 gene.//9.8e-49:189:89//X88791 
F-HEMBA1000727//GIT-HSP-387P22.TRB GIT-HSP Homo sapiens genomic clone 38 
7P22, genomic survey sequence. //0.0054:206:67//B60158 
F-HEMBAl 000747 

F-HEMBA1000749//Human DNA sequence from clone 522P13 on chromosome 6p21. 
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31-22.3. Contains a 60S Ribosomal Protein L21 pseudogene and an HNRNP A3 
(Heterogenous Nuclear Riboprotein A3, FBRNP) pseudogene. Contains ESTs, 
STSs and GSSs, complete sequence. //3.3e-05: 124:75//AL024509 

F-HEMBA1000752//Human Chromosome X, complete sequence. //5.9e-48: 502: 75// 

AC004073 

F-HEMBA1000769//Homo sapiens clone NH0576N21, WORKING DRAFT SEQUENCE, 5 
unordered pieces. //O. Oil: 179:67//AC005043 

F-HEMBA1000773//Caenorhabditis elegans DNA ««* SEQUENCING IN PROGRESS «* 
* from clone Y59A8, WORKING DRAFT SEQUENCE. //O. 070: 231 :63//Z98870 
F-HEMBA1000774//Homo sapiens PAC clone DJ1059M17 from 7q21-q31.1, comple 
te sequence. //6.2e-40: 385 :75//AC004953 
F-HEMBA1000791 

F-HEMBA1000817//Myrmecia pilosula HI87-135 mitochondrion cytochrome b ge 
ne, partial cds.//0.99:244:58//U15678 

F-HEMBA1000822//Human DNA sequence from PAC 179D3, between markers DXS67 
91 and DXS8038 on chromosome X contains SIO GTP-binding protein, ESTs an 
d CpG island. //0.033:294:62//Z81370 

F-HEMBA1000827//Borrelia burgdorferi (section 50 of 70) of the complete 
genome . //9 . 7e-05 : 463 : 58// AEOO 1 164 

F-HEMBA1000843//Homo sapiens' DNA siSquence from clone 511B24 on chromosom 
e 20qll.2-12. Contains the TOPI gene for Topoisomerase I, the PLCGl gene 
for l-Phosphatidylinositol-4,5-Bisphosphate Phosphodiesterase Gamma 1 ( 
EC 3.1.4.11, PLC-Gamma-1, Phosphol ipase C-Gamma-1 PLC-II, PLC-148) , the 
KIAA0395 gene for a probable Zinc Finger Homeobox protein and a BOS Ribo 
somal Protein L23 LIKE pseudogene. Contains a predicted CpG island, ESTs 
, STSs and GSSs, complete sequence. //3.0e-153: 732 :98//AL022394 
F-HEHBA 1000851 //Rat tus norvegicus glucocorticoid modulatory element bind 
ing protein 2 mRNA, complete cds.//1.6e-31:386:72//AF059273 
F-HEMBA1000852//Homo sapiens Xp22 bins 3-5 PAC RPCI4-617A9 (Roswell Park 
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Cancer Institute Human PAC Library) containing Arylsulf atase D and E ge 
nes, complete sequence. //8.5e-l 15: 455 :98//AC005295 
F-HEMBAl 000867 

F-HEMBA1000869/ /Human DNA sequence from cosmid J138017, between markers 
DXS6791 and DXS8038 on chromosome X contains EST CA repeat and an endoge 
nous retroviral like element. //6.6e-4l:424:75//Z72519 

F-HEMBA1000870//Gnamptodon pumilio cytochrome oxidase II gene, partial c 
ds; and tRNA-Asp, tRNA-His, and tRNA-Lys genes, complete sequence, mitoc . 
hondrial genes for mitochondrial products. //0.004g:211:66//AF034598 
^ F-HEMBA1000872//CIT-HSP-2355D20.TF CIT-HSP Homo sapiens genomic clone 23 
55D20, genomic survey sequence. //3.7e-33: 180: 98//AQ059583 
F-HEMBA1000876//Human DNA sequence **« SEQUENCING IN PROGRESS *** from c 
lone 473B4, WORKING DRAFT SEQUENCE. //5.6e-37: 262 :72//Z83826 
F-HEMBA1000908//Triticum aestivum low-affinity cation transporter (LCTl) 

mRNA, complete cds.//1.0:304:59//AF015523 
F-HEMBAl 00091 0//M.muscul us necdin mRNA, complete cds.//6.1e-08:256:61//M 
80840 

. F-HEMBA1000918//Tetrahymena thermophila micronuclear developmental ly eli 
minated sequence region. //O. 13:232:63//U88158 

F-HEMBA1000919//Garius ciomesticus filaain mRNA, complete cds.//!. 0:213:6 
5//U00147 

F-HEMBA1000934//CIT-HSP-2053H24.TR CIT-HSP Homo sapiens genomic clone 20 
53H24, genomic survey sequence. //5.5e-ll: 275 :64//B69224 
F-HEMBA1000942//Homo sapiens clone DJ0754G14, WORKING DRAFT SEQUENCE, 15 

unordered p i eces . //9 . 7e-05 : 78 : 83//AC004878 
F-HEMBA1000943//Homo sapiens chromosome 17, clone hRPK.640_I_15, complet 
e sequence . //5 . 8e-140 : 661 : 99//AC005324 
F-HEMBA1000946 

F-HEMBA1000960//.Homo sapiens clone DJ1111F22, WORKING DRAFT SEQUENCE, 12 
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unordered p i eces . //8 . 3e-16 : 181 : 75//AC004967 
F-HEMBA1000968//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 69M21, WORKING DRAFT SEQUENCE. //4.4e-117:398:86//AL031735 
F-HENBA1000971//H. sapiens CpG island DNA genomic Nsel fragment, clone 18 
2f4, forward read cpgl82f4.ftla.//1.5e-20:126:96//Z57528 
F-HEMBA1000972//Homo sapiens genomic DNA of 8p21.3-p22 anti-oncogene of 
hepatocellular colorectal and non-small cell lung cancer , segment 1/11. 
//O . 34 : 642 : 59//AB020858 

F-HEMBA1000974//Homo sapiens clone DA0091H08, complete sequence. //5. le-1 
• 83:865:98//AC004817 

F-HEMBA1000975//Orf virus homologue of retroviral pseudoprotease gene, c 
omplete cds.//0. 00065: 391 :62//M30023 

F-HEMBA1000985//Human DNA sequence from clone 272E8 on chromosome Xp22.1 
3-22.31. Contains a pseudogene similar to MDM2-Like P53-binding protein 
gene. Contains STSs, GSSs and. a CA repeat polymorphism, complete sequenc 
e . //3 . 4e-05 : 243 : 65//Z93929 

F-HEMBA1000986//Homo sapiens DNA from chromosome 19-cosmid R31491, genom 
i c sequence . //6 . 6e-06 : 508 : 61//AD000813 

F-HEMBAl 000991 //Homo sapiens mRNA for Hrs, complete cds. //I. 2e-22: 193:84 

7/D84064 " ' " - - 

F-HEMBA1001007 

F-HEMBA1001008//Human DNA sequence from clone 391022 on chromosome 6p21. 
2-21.31 Contains pseudogenes similar to ribosomal protein, ESTs, GSSs, c 
omp 1 ete sequence . //7. 8e-46 : 532 : 73//AL031577 

F-HEMBA1001009//Human mRNA for IgM heavy chain complete sequence. //O. 97: 

369:59//X17115 

F-HEMBA1001017//Homo sapiens mRNA for KIAA0468 protein, complete cds.//4 
. 4e-139 : 661 : 98//AB007937 

F-HEMBA1001019//Homo sapiens, clone hRPK.15_A_l, complete sequence, //I. 6 
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e-16:521:64//AC006213 

F-HEMBA1001020//Homo sapiens chromosome 17, clone hRPK. 178_C_3, complete 

sequence . //3. 8e-50 : 367 : 72//AC005702 
F-HEMBA1001022 

F-HEMBA1001024//Homo sapiens T-cell receptor alpha delta locus from base 
s 1 to 250529 (section 1 of 5) of the Complete Nucleotide Sequence. //5.0 
e-23 : 378: 69//AE000658 

F-HEMBA1001026//Homo sapiens DNA sequence from PAC 435D1 on chromosome X 
q25. Contains ESTs and STS.//7.6e-19:867:60//Z86064 

F-HEMBA1001043//HS_2219_B1_A10_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2219 Col=19 Row=B, genomic survey 
sequence . //3 . Oe-15 : 124 : 88//AQ30152 1 

F-HEMBA1001051//Human Chromosome X clone bWXD342, complete sequence. //4. 
8e-79 : 308 : 84//AC004072 

F-HEMBA1001052//Homo sapiens chromosome 17, clone hRPK. 146_P_2, WORKING 
DRAFT SEQUENCE, 4 unordered pieces.//0.53:384:61//AC005341 
F-HEMBA1001059//Human N-acetylgalactosamine 6-sulphatase (GALNS) gene, e 
xon 10.//2.8e-26:397:71//U06084 . 

F-HEMBA1001060//Homo sapiens chromosome 17, clone hRPK.855_D_21, complet 
e sequence. //'0. 98: 280i62/7AC006079 - - 

F-HEMBA1001071//Human mRNA for pro alpha 1 (III) collagen C-terminal pro 
pept ide. //I . le-31 : 181 : 96//X01742 

F-HEMBA1001077//nuclear protein TIFl [mice, mRNA, 3951 nt] .//3.6e-13:338 
:65//S78219 

F-HEMBA1001080//Streptomyces coelicolor cosmid 1A9.//0.00012:364:63//AL0 

34446 

F-HEMBA1001085//Human Chromosome 15q26.1 PAC clone pDJ290i21 containing 
fur, fes, and alpha mannosidase IIx genes, WORKING DRAFT SEQUENCE, 9 uno 
rder ed p i eces. //8 . 5e-134 : 476 : 96//AC004586 
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F-HEMBA1001088//Sequence 1 from patent US 5552529. //2.2e-71: 303: 78// I 258 
63 

F-HEMBA1001094//Homo sapiens clone RG491N20, complete sequence. //8.9e-ll 

9:609: 96//AC005105 

F-HEMBA1001099 

F-HEMBA1001109//Homo sapiens BAG clone RG318M05 from 7q22-q31.1, complet 
e sequence . //2 . 4e-58: 347 : 87//AC005250 

F-HEMBA1001121//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 90G24, WORKING DRAFT SEQUENCE. //3.4e-2 1:226: 65// AL008723 
F-HEMBA1001122//Plasmodium falciparum chromosome 2, section 20 of 73 of 
the complete sequence. //9.2e-07: 732 :57//AEO0 1383 

F-HEMBA1001123//Homo sapiens full length insert cDNA clone ZD38E12.//1. 1 
e-ll:231:68//AF086247 

F-HEMBA1001133//Homo sapiens clone DJ0856024, WORKING DRAFT SEQUENCE, 4 
unordered pieces. //O. Oil : 163:69//AC004909 

F-HEMBA1001137//Homo sapiens mRNA for KIAA0798 protein, complete cds.//6 
. 9e-72 : 527 : 77//AB018341 

F-HEMBA1001140//Homo sapiens clone RG228D17, WORKING DRAFT SEQUENCE, 2 u 
nordered p i eces . //2 . 3e-120 : 578 : 98//AC005077 

F-HEMBAi'001172//Pra"sffiodium falciparum 3D7 bhfomosome 12 PFYACB8-628 geno 
mic sequence, WORKING DRAFT SEQUENCE, 9 unordered pieces. //O. 010:520:59/ 

/AC005507 

F-HEMBA1001174//R.norvegicus (Sprague Dawley) ARL5 mRNA for ARF-like pro 
tein 5.//1.0e-59:565:73//X78604 

F-HEMBA1001197//Homo sapiens clone 82F9, WORKING DRAFT SEQUENCE, 4 unord 
ered pieces. //O. 0037: 151 :70//AC004815 

F-HEMBA1001208//Human BAG clone RG264L19 from 7pl5-p21, complete sequenc 
e . //7 . 4e-35 : 195 : 81//AC002410 

F-HEMBA1001213//Homo sapiens clone DJ0892G19, complete sequence. //I. 9e-l 
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71:826:98//AC004917 

F-HEMBA1001226//Homo sapiens clone DJ0850I01, WORKING DRAFT SEQUENCE, 1 
unordered pieces. //0.00010:557:57//AC006009 

F-HEMBA1001235//Homo sapiens chromosome 17, clone hRPK.601_N_13, complet 
e sequence . //O . 0086 : 372 : 58// AC005389 

F-HEMBA1001247//H. sapiens CpG island DNA genomic Msel fragment, clone 11 
bll, reverse read cpgllbll.rtla.//2.0e-24:154:93//Z64441 
F-HEMBA1001257//Homo sapiens alpha-methylacyl-CoA racemase mRNA, complet 

e cds.//1.9e-88:659:81//AF047020 

F-HEMBA1001265//Human 18S ribosomal RNA.//1.0e-32:180:97//X03205 
F-HEMBA1001281 

F-HEMBA1001286//B.taurus mRNA for RF-36-DNA-binding protein. //7.7e-26:23 

6:81//X15543 

F-HEMBA1001289//Homo sapiens Chromosome 16 BAG clone CIT987SK-A-69G12, c 
omp 1 e te sequence . //5 . 5e-28 : 530 : 64//AC004131 

F-HEMBA1001294//Yeast mitochondrial aapl gene for ATPase subunit 8.//2.8 
e-15:722:60//X00960 

F-HEMBA1001299//Human DNA sequence from clone 422G23 on chromosome 6q24 
Contains EST, STS, GSS, CpG island, complete sequence. //4.2e-24: 288: 76// 
AL031003 " - - 

F-HEMBA1001302//cDNA encoding a human homologue of a mouse novel polypep 
tide derived from stromal cell.//7.2e-121:439:96//E12260 
F-HEMBA1001303//Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic 

sequence, WORKING DRAFT SEQUENCE, 8 unordered pieces. //0.01l:637:56//AC ■ 
005505 

F-HEMBA1001310//HS_3252_B2_B12_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3252 Co 1=24 Row=D, genomic survey 
sequence . //I . 2e-16 : 166 : 82//AQ2 17054 

F-HEMBA1001319//CIT-HSP-2034J6.TF CIT-HSP Homo sapiens genomic clone 203 
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4J6, genomic survey sequence. //O. 33: 256: 59//B79408 

F-HEMBA1001323//Homo sapiens proto-oncogene (Wnt-5a) mRNA, complete cds. 
//7 . 8e-30 : 165 : 99//L20861 

F-HEMBA1001326//Homo sapiens DNA sequence from BAG 55C20 on chromosome 6 
. Contains a Spinal Muscular Atrophy (SMA3) LIKE gene overlapping with a 

beta-giucoronidase LIKE pseudogene. Contains a membrane protein LIKE ps 
eudogene, a Glycer aldehyde 3-phosphate dehydrogenase (GAPDH) LIKE pseudo 
gene, five predicted tRNA genes. Contains ESTs, GSSs (BAG end sequences) 

and a CA repeat polymorphism, complete sequence. //5.4e-19: 347 :68//AL021 
368 

F-HEfIBA1001327//CIT-HSP-2354E10.TR CIT-HSP Homo sapiens genomic clone 23 
54E10, genomic survey sequence. //O. 012: 152: 65//AQ075713 
F-HEMBA1001330//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** 

from contig 3-103, complete sequence. //0.0037:254:62//AL010208 
F-HEMBA1001351//Homo sapiens VAHP-associated protein of 33 kDa (VAP-33) 
mRNA, complete cds.//l.le-103:516:97//AF057358 

F-HEMBA1001361//Homo sapiens chromosome 9, clone hRPK.202_H_3, complete 
sequence . //I . 7e-150 : 706 : 99//AC006241 

F-HEMBA1001375//Streptomyces coelicolor cosmid 1E6.//1.0:375:59//AL03350 
5 " •' - - . - 

F-HEMBA1001377//HS_3020_B1_D12_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone PIate=3020 Co 1=23 Row=H, genomic survey 
sequence. //O. 00022: 63 :77//AQ105297 

F-HEMBA1001383//Plasmodium falciparum chromosome 2, section 68 of 73 of 
the complete sequence. //0.00035:317:60//AE001431 

F-HEMBA1001387//HS_3039_B1_D01_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3039 Col=l Row=H, genomic survey s 
equence . //5 . Oe-90 : 437 : 98//AQ155035 

F-HEMBA1001388//Homo sapiens clone RG189J21, WORKING DRAFT SEQUENCE, 15 
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unordered p i eces . //4 . 2e-47 : 159 : 89//AC005073 

F-HEMBA1001391//Human DNA sequence from clone 409010 on chromosome 20ql2 
Contains CA repeat, GSS, STS, complete sequence. //2.0e-06: 495 :60//AL031 
256 

F-HEMBA1001398//H. sapiens CpG island DNA genomic Msel fragment, clone 70 
dll, forward read cpgTOdll.f tlb.//0.018:46:97//Z62591 

F-HEMBA1001405//Human DNA sequence *«* SEQUENCING IN PROGRESS **« from c 
lone 50024, WORKING DRAFT SEQUENCE. //2.3e-74: 623: 71 //AL034380 
F-HEMBA1001407//MUS musculus domesticus Torino (Sry) gene, complete cds. 
• //0.36:363:57//U03645 

F-HEMBA1001411//Homo sapiens genomic DNA, 21q region, clone: S39BG29, ge 
nomic survey sequence. //8.4e-12:516:60//AG001050 
F-HEMBA1001413 . ' 

F-HEMBA1001415//Human DNA sequence «** SEQUENCING IN PROGRESS *«* from c 
lone 41018, WORKING DRAFT SEQUENCE. //O. 98: 177: 64//AL031732 
F-HEMBA1001432//Homo sapiens clone DJ0693M11, WORKING DRAFT SEQUENCE, 7 
unordered pieces. //8.0e-177:859:97//AC006146 

F-HEMBA1001433//Homo sapiens clone DJ0892G19, complete sequence. //2.0e-3 
5:376:64//AC004917 

F-BErIBA1001435//H6ffio sapiens chromosome 17,~ clone hRPK;63_A_l, complete 
sequence . //I . 2e-74 : 284 : 84//AC005670 

F-HEMBA1001442//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** 

from contig 3-66, complete sequence. //0.056:194:63//AL010138 
F-HEMBA1001446//Homo sapiens chromosome 4 clone B150J4 map 4q25, complet 
e sequence. //0.96:328:61//AC004047 

F-HEMBA1001450 

F-HEMBA1001454//Human DNA sequence from clone 598A24 on chromosome Xpll. 
1-11.23 Contains zinc finger X-1 inked proteins ZXDA, ZXDB. ESTs and STS, 
comp 1 ete sequence . //2 . Oe-47 : 468 : 73// AL031 115 
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F-HEMBA1001455//CIT978SK-32J2.TV CIT978SK Homo sapiens genomic clone 32J 
2, genomic survey sequence. //1.5e-05: 223 :65//B78859 

F-HEMBA1001463//cSRL-69dl-u cSRL flow sorted Chromosome 11 specific cosm 
id Homo sapiens genomic clone cSRL-69dl, genomic survey sequence.//5. le- 
66 : 564 : 77//B05652 

F-HEMBA1001476//Homo sapiens mRNA for KIAA0572 protein, partial cds.//l. 
9e-102 : 489: 99//AB01 1 144 

F-HEMBA1001478//HS_2228_A2_B03_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2228 Col=6 Row=C, genomic survey s 
equence . //4 . 5e-40 : 275 : 88//AQ032041 

F-HEMBA1001497//Human DNA sequence from clone 281H8 on chromosome 6q25.1 
-25.3. Contains up to four novel genes, one with similarity to KIAA0323 
and worm C30F12.1 and another with Ubiquitin-Like protein gene SMT3 (the 
latter in an intron of a novel gene). Contains ESTs, STSs, GSSs, a puta 
tive CpG island and genomic marker D6S1553, complete sequence. //7.7e-47: 
311:85//AL031133 

F-HEMBA1001510//Human HLA class III region containing cAMP response elem 
ent binding protein-related protein (CREB-RP) and tenascin X (tenascin-X 
) genes, complete cds, complete sequence. //2.0e-130: 699: 93//U89337 
F-HEMBA10bi515//Hbffio sapiens chrcBcscme 19, cosmid F24866, complete sequ 
ence . //4 . le-114 : 71 1 : 85//AC005794 

F-HEMBA1001517//Homo sapiens BAG clone RG459N13 from 7pl5, complete sequ 
ence . //5 . 7e-162 : 769 : 98//AC004549 

F-HEMBA1001522//Caenorhabditis elegans cosmid ZK328.//8.6e-17:498:61//U5 
0193 

F-HEMBA1001526//Human DNA sequence from cosmid 444G9 from a contig from 
the tip of the short arm of chromosome 16, spanning 2Mb of 16pl3.3 Conta 
ins ESTs and CpG islands, .//O. 31: 120: 69//Z98258 
F-HEMBA1001533 
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F-HEMBA1001557//Chionoecetes opilio (clone C0P41) DNA microsatel 1 ite rep 
eat regions. //7.0e-25:303:72//L49136 

F-HEMBA1001566//Homo sapiens DNA sequence from PAC 127D3 on chromosome 1 
q23-25. Contains FM02 and FN03 genes for Flavin-containing Monooxygenase 
2 and Flavin-containing Monooxygenase 3 (Dimethylani 1 ine Monooxygenase 
(N-Oxide 3, ECl.14.13.8, Dimethylani 1 ine Oxidase 3, FMO II, FMO 3), and 
a gene for another, unknown, Flavin-containing Monooxygenase family prot 
ein. Contains ESTs and GSSs, complete sequence. //7.2e-18:805:60//AL02102 
6 

F-HEMBA1001569//Homo sapiens mRNA for vesicle associated membrane protei 
n 2 (VAMP2).//l.le-64:338:95//AJ225044 

F-HEMBA1001570//Homo sapiens PAC clone DJ0844F09 from 7pl2-pl3, complete 

sequence . //2 . 1 e-148 : 698: 99//AC004453 
F-HEMBA1001579//Homo sapiens mRNA for NSl-binding protein (NSl-BP) .//2.2 
. e-173:678:99//AJ012449 

F-HEMBA1001581//Homo sapiens clone DJ1158B01, WORKING DRAFT SEQUENCE, 23 

unordered pieces. //0.30:484:59//AC004980 
F-HEMBA1001585 

F-HEMBA1001589//Human BAC clone RG317G18 from 7q31, complete sequence.// 
0.98:197i63//AC002432 ' " - - - .._ 

F-HEMBA1001595//Human mRNA for KIAA0128 gene, partial cds.//8.2e-109:855 

:78//D50918 

F-HEMBA1001608//RPCI11-72E2.TJ RPCIll Homo sapiens genomic clone R-72E2, 

genomic survey sequence. //3.8e-05: 235 :64//AQ267131 
F-HEMBA1001620//Oryza sativa RINOl mRNA for myo-inositol phosphate synth 
ase, complete cds. //3.8e-40:719:64//AB012107 

F-HEMBA1001635//HS_3208_A1_D07_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3208 Col=13 Row=G, genomic survey 
sequence. //I . 4e-15 : 120 : 90//AQ176944 
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F-HEMBA1001636//Homo sapiens 12q24 PAC RPCI1-66E7 (Roswell Park Cancer I 
nstitute Human PAC library) complete sequence. //O. 15:221 :64//AC004216 
F-HEMBA1001640//HS_3253_B2_D03_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3253 Co 1=6 Row=H, genomic survey s 
equence. //9. le-52: 278: 95//AQ216058 

F-HEMBA1001647//H. sapiens gene for plectin.//0.00052:629:6.1//Z54367 
F-HEMBA1001651//Salmo salar DNA for a cryptic repeat. //7.9e-08:270:64//A 
J012206 

F-HEMBA1001655//Homo sapiens chromosome 5, BAC clone 194jl8 (LBNL H158) , 

complete sequence. //5.9e-164: 802 :97//AC005368 
F-HEMBA1001658//M.musculus C0L3A1 gene for collagen alpha-I.//2.4e-30:74 
2:62/7X52046 

F-HEMBA1001661//Homo sapiens chromosome 5p, BAC clone 50g21 (LBNL H154) , 

comp 1 ete sequence . //2 . 2e-144 : 682 : 99//AC005740 
F-HEMBA1001672//Homo sapiens methyl-CpG binding protein MBD3 (MBD3) mRNA 
, complete cds.//6. le-152:725:98//AF072247 

F-HEMBA1001675//RPCI11-54F8.TV RPCIll Homo sapiens genomic clone R-54F8, 

genomic survey sequence. //5.3e-75:341:85//AQ082126 
F-HEMBA1001678//Homo sapiens Xp22 PAC RPCI1-167A22 (from Roswell Park Ca 
ncer Center)' complete sequence. //S.4e-54:551:74//AC002349 
F-HEMBA1001681 

F-HEMBA1001702//Plasmodium falciparum chromosome 2, section 35 of 73 of 
the complete sequence.//©. 94: 676 :54//AE001398 

F-HEMBA1001709//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 702J19, WORKING DRAFT SEQUENCE. //O. 74: 659: 58//AL033531 
F-HEMBA1001711//Lysiphlebus melandr i icola NADH dehydrogenase 1 gene, mit 
ochondrial gene encoding mitochondrial protein, partial cds.//3.0e-07:41 
3:60//AF069178 

F-HEMBA1001712//Homo sapiens BAC clone RG041H04 from 7q21-q22, complete 



2 5 7 2 



ailiE4f 2002-3046780 



#2000—183767 



sequence. //O. 091 :315:61//AC004519 

F-HEMBA1001714//Rattus norvegicus mitochondrial ATPase inhibitor gene, c 
omp 1 ete cds. // 1 . 6e-28 : 218 : 75//U12250 

F-HEMBA1001718//HS_3056_A2_H08_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3056 Col=16 Row=0, genomic survey 
sequence. //2 . Oe-79: 383 : 99//AQ106367 

.F-HEMBA1001723//HS_2188_A2_D02_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2188 Col=4 Row=G, genomic survey s 

equence . //3 . 8e-28 : 174 : 94//AQ1 16793 

F-HEMBA1001731//HS_3021_A1_A11_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3021 Col=21 Row=A, genomic survey 
sequence. //2 . 5e-l 1 : 420 : 62//AQ154658 

F-HEMBA1001734//Homo sapiens chromosome Y, clone 264, M, 20, complete sequ 
ence . //O . 00060 : 392 : 60//AC0046 17 

F-HEMBA1001744//HS_3194_A1_D05_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3194 Col=9 Row=G, genomic survey s 
equence . //5 . 8e-29 : 163 : 97//AQ252295 

F-HEMBA1001745//Homo sapiens chromosome 9q34, clone 280C11, complete seq 
uence . //O . 66 : 627 : 59// AC002 102 

F-HEMBA1001746//HS_21631B1_F04_!!R CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2163 Col=7 Row=L, genomic survey s 
equence . //I . 4e-16 : 238 : 70//AQ085995 

F-HEMBA1001761//Genomic sequence from Mouse 9, complete sequence. //3.5e- 

52:198:86//AC002109 

F-HEMBA1001781 

F-HEMBA1001784//Genomic sequence from Human 9q34, WORKING DRAFT SEQUENCE 
, 2 unordered pieces. //5.5e-13:296:65//AC002099 

F-HEMBA1001791//Homo sapiens DNA from chromosome ig-cosmids R31158, R318 
74, and R28125, genomic sequence, complete sequence.//©. 18:534:59//AF038 
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F-HEMBA1001800//CIT-HFP-2049N5.TF CIT-HSP Homo sapiens genomic clone 204 
9N5, genomic survey sequence. //2.2e-40: 335 :80//AQ009222 
F-HEMBA1001803//M.musculus (Balb/C) P/LOl mRNA.//1.7e-25:286:74//Z31360 
F-HEMBA1001804//Mouse interleukin 2 receptor (p55 IL-2R) mRNA, 5" end.// 
1.9e-58:358:89//M21977 

F-HEMBA1001808//Homo sapiens mRNA, chromosome 1 specific transcript RIAA 
0500 . //7 . 8e-174 : 809 : 98//AB007969 

F-HEMBA1001809//Bovine herpesvirus 1 complete genome. //9.0e-09: 639 :57//A 

J004801 ' 

F-HEMBA1001815 

F-HEMBA1001819//HS_3079_B1_E04_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3079 Col=7 Row=J, genomic survey s 
equence . // 1 . 4e-79 : 396 : 97//AQ1866 16 

F-HEMBA1001820//Homo sapiens BAG clone GS165L15 from 7pl5, complete sequ 
ence . //O . 00026 : 436 : 60//AG005013 

F-HEMBA1001822//Homo sapiens intersectin short form mRNA, complete cds./ 

/ 1 . 2e-40 : 5 10 : 65//AF064243 

F-HEMBA1001824//Homo sapiens expanded SGA7 GAG repeat. //6. le-20:344:68// 
iF020275 - - . . 

F-HEMBA1001835//Homo sapiens BAG clone RG017K18 from 7q31, complete sequ 
ence. //O . 0094 : 553 : 58//AG005161 

F-HEMBA1001844//Homo sapiens chromosome Xp22-135-136 clone GSHB-567I1, W 
ORKING DRAFT SEQUENGE, 35 unordered pieces. //I. 2e-22: 316 :70//AG005867 
F-HEMBA1001847//M.musculus Zfp-29 gene for zinc finger protein, //5.3e-27 

:397:69//X55126 

F-HEMBA1001861//Homo sapiens mRNA for KIAA0617 protein, complete cds.//8 
. 8e-184 : 865 : 98// ABO 145 17 

F-HEMBA1001864//Arabidopsis thaliana chromosome II BAG F17H15 genomic se 
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quence, complete sequence. //O. 38: 337 :62//AC005395 

F-HEflBA1001866//Caenorhabditis elegans cosmid F48E3.//1.4e-10:224:63//U2 
8735 

F-HEMBA1001869//Homo sapiens BAG clone RG114B19 from 7q31.1, complete se 
quence . //6 . 7e-98 : 288 : 91 // AC005065 

F-HEMBA1001888//Human Chromosome llpl5.5 PAC clone pDJ915fl containing K 
vLQTl gene, complete sequence. //4.9e-l 14: 476 :84//AC003693 
F-HEMBA1001896//BOS taurus pyruvate dehydrogenase phosphatase regulatory 

subunit precursor, mRNA, complete cds.//2.2e-137:839:86//AF026954 
F-HEMBA1001910//Homo sapiens Chromosome 2pl3 BAC Clone hl73, complete se 
quence . //O . 90 : 22 1 : 63//AC003065 

F-HEMBA1001912//HS_2237_A1_C10_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2237 Col=19 Roi¥=E, genomic survey 
sequence . //9 . 7e-76 : 364 : 100// AQ033732 

F-HEMBA1001913//Leishmania major chromosome 3 clone L4625 strain Fried! i 
n, WORKING DRAFT SEQUENCE, 6 unordered pieces. //O. 00063: 2 19 :65//AC005766 
F-HEMBA1001915//Homo sapiens genomic DNA of 9q32 anti-oncogene of flat e 
pitherium cancer , segment 5/10.//0.00011:366:63//AB020873 
F-HEMBA1001918//Fneumocystis carinii gene for major surface glycoprotein 

MSG105, exonl-2, complete cds.//0.00024:562:58//D82031 
F-HEMBA1001921//Homo sapiens germinal center kinase related protein kina 
se mRNA, complete cds.//2.1e-184:855:99//AF000145 

F-HEHBA1001939//Human DNA sequence from clone 395P12 on chromosome lq24- 
25. Contains the TXGPl gene for tax-transcript ional ly activated glycopro 
tein 1 (34kD) (0X40 ligand, 0X40L) and a G0T2 (Aspartate Aminotransferas 
e, mitochondrial precursor, EC 2.6.1.1, Transaminase A, Glutamate Oxaloa 
cetate Transaminase-2) pseudogene. Contains ESTs, STSs and GSSs, complet 
e sequence. //I. le-42: 380 :80//AL022310 

F-HEMBA1001940//Homo sapiens clone DJ1093I16, WORKING DRAFT SEQUENCE, 5 
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unordered p i eces . //7 . 5e-175 : 86 1 : 97//AC005629 

F-HEMBA1001942//Homo sapiens chromosome 12pl3.3 clone RPCI1-96H9, WORKIN 
G DRAFT SEQUENCE, 66 unordered pieces. //O. 097: 107:71//AC006057 
F-HEHBA1001945//Drosophila F family transposable element F12 3' region./ 

/0.94:140:65//X01934 

F-HEMBA1001950//H. sapiens CpG island DNA genomic Msel fragment, clone 15 
b5, forward read cpgl5b5.f tlq.//1.4e-27:168:95//Z54728 
F-HEMBA1001960//Locusta migratoria mRNA for nAChR alphal subunit.//0.010 

:108:71//AJ000390 

F-HEMBA1001962//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 geno 
mic sequence, WORKING DRAFT SEQUENCE, 9 unordered pieces. //9.7e-05: 494: 6 
0//AC005507 
F-HEMBA1001964 

F-HEMBA1001967//Human DNA sequence from clone 341E18 on chromosome 6pll. 
2-12.3. Contains a Serine/Threonine Protein Kinase gene (presumptive iso 
log of a Rat gene) and a novel alternatively spliced gene. Contains a pu 
tative CpG island, ESTs and GSSs, complete sequence. //9.6e-122:373:99//A 
L031178 

F-HEMBA1001979//HS_3067_B1_A06_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone prate=3067 "Col=lT R(3w=B7 genomic survey 
sequence . //O . 43 : 1 93 : 64// AQ 1 43506 

F-HEfIBA1001987//Plasmodium falciparum MAL3P6, complete sequence. //I. 0:42 
8:56//Z98551 

F-HEMBA1001991//HS_2237_A2_G09_fIF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2237 Col=18 Row=M, genomic survey 
sequence . //4 . 3e-05 : 240 : 64//AQ067283 

F-HEMBA1002003//protein phosphatase 2C isoform [rats, liver, mRNA, 1950 
nt] .//2.7e-33:364:74//S90449 

F-HEMBA1002008//WORKING DRAFT SEQUENCE, 3 unordered pieces. //O. 00032:214 
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:68//AC005948 
F-HEMBA 10020 18 

F-HEMBA1002022//Human p37NB mRNA, complete cds.//0.014:58:96//U32907 
F-HEMBA1002035//Mouse transcriptional control element.//7.8e-07:200:69// 

M.17284 

F-HEMBA1002039//Human DNA sequence from clone 267M20 on chromosome Xq22. 
2-22.3. Contains part of the DIAPH2 gene and a pseudogene, ESTs, STSs an 
d GSSs, complete sequence. //O. 31 :497:58//AL031053 

F-HEMBA1002049//Homo sapiens chromosome 5, BAG clone 282B7 (LBNL H192) , 
comp 1 ete sequence . //4 . 5e-42 : 532 : 63//AC005216 

F-HEMBA1002084//Homo sapiens chromosome 19 cosmid F15386, genomic sequen 
ce, complete sequence. //O. 81: 435 :59//AF025422 

F-HEMBA1002092//MUS musculus Olf-l/EBF-1 ike-3 transcription factor (0/E- 
3) mRNA, complete cds.//7.2e-130:769:87//U92703 

F-HEMBA1002100//Homo sapiens PAC clone pj0991G20, complete sequence.//!. 
3e-47: 124: 96//AC004943 

F-HEMBA1002102//Xenopus laevis mRNA for xSox7 protein, complete cds.//2. 
7e-13:132:71//D83649 

F-HEMBA1002113//F.rubripes GSS sequence, clone 063K10bB4, genomic survey 

sequence. //6. 029: 142 :86//Z88840 " " - - 

F-HEMBA1002119//Human Chromosome 11 pac pDJ1173a5, complete sequence.//! 

. 3e-14 : 515 : 62//AC000378 

F-HEMBA1002125//Homo sapiens calcium-activated potassium channel (KCNN3) 
mRNA, complete cds.//0.98:222:61//AF031815 
F-HEMBA1002139//Caenorhabditis elegans cosmid F55C9, complete sequence./ 

/0.0081:371:60//Z81549 , 

F-HEMBA1002144//Saccharomyces cerevisiae mitochondrion transfer RNA-Met 
(tRNA-Met) gene, oxil gene, and 0RFl.//4.9e-06:34l:61//L36888 
F-HEMBA1002150//Homo sapiens mRNA for KIAA0720 protein, partial cds.//0. 
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00017:353:62//AB018263 
F-HEMBA1002151 

F-HEMBA1002153//CITBI-E1-2519I20.TR CITBI-El Homo sapiens genomic clone 
2519120, genomic survey sequence. //8.5e-61:334:94//AQ277613 
F-HEMBA1002160//Homo sapiens clone DJ1189D06, complete sequence. //8.5e-4 
4:385:77//AC005232 

F-HEMBA1002161//Coturnix coturnix slow myosin heavy chain 2 (qmyhc2) mRN 
A, partial cds.//2. le-59:571:74//AF006829 

F-HEMBA1002162//Homo sapiens Xp22-150 BAG GSHB-309P15 (Genome Systems Hu 
man BAG Library) complete sequence. //5.3e-53:698:67//AC006210 
F-HEMBA1002166//Human DNA sequence from PAC 84F12 on chromosome Xq25-Xq2 
6.3, Contains glypican-3 precursor (intestinal protein OCI-5) (GTR2-2) , 
ESTs and CA repeat. //I. 2e-50:319:78//AL008712 

F-HEMBA1002177//Homo sapiens BAG clone RG293F11 from 7"q21-7q22, complete 

sequence . //2 . 5e-18: 150 : 88//AC000066 
F-HEMBA1002185//Homo sapiens clone DJ0292L20, WORKING DRAFT SEQUENCE, 2 
unordered pieces. //0 . 00066 : 466.: 59//AC004825 

F-HEMBA1002189//Homo sapiens clone GS166C05, WORKING DRAFT SEQUENCE, 7 u 
nordered pieces. //3.3e-23: 176:77//AC005015 

F-HEnBA100219r//Homo sapiens mRNA~for KISA0689 proteiii, partial cds. //I. " 
0:382:59//AB014589 

F-HEMBA1002199//Homo sapiens chromosome 4 clone B55B24 map 4q25, complet 
e sequence. //1.8e-20: 368: 66// AC005 150 

F-HEMBA1002204//HS_2055_A1_H09_T7 GIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2055 Col=17 Row=0, genomic survey 
sequence . //I . 2e-06 : 178: 65//AQ235350 

F-HEMBA1002212//S.cerevisiae chromosome IV reading frame ORF YDL101C.//0 
.035:345:60//Z74149 

F-HEMBA1002215//M.musculus mRNA for test in.//4.6e-80: 504 :87//X78989 
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F-HEMBA1002226//Homo sapiens Xp22 bins 87-93 PAC RPCI1-122K4 (Roswell Pa 
rk Cancer Institute Human PAC Library) complete sequence. //5.7e-63: 336: 7 
4//AC003035 

F-HEMBA1002229//Homo sapiens BAG clone NH0539B24 from 7pl5.1-pl4, comple 
te sequence. //2 . 6e-39 : 31 1 : 81//AC006044 

F-HEMBA1002237//Homo sapiens PAC clone DJ0696N01 from 7p21-p22, complete 

sequence . //I . 6e-12 : 397 : 64//AC004861 
F-HEMBAl 002241 
F-HEMBA1002253 

F-HEMBA1002257//Homo sapiens diacyl glycerol kinase iota (DGKi) mRNA, com 
plete cds. //3.5e-151 :731 : 97//AF061936 

F-HEMBA1002265//Human DNA sequence from cosmid N28H9 on chromosome 22qll 
.2-qter contains ESTs, STS and endogenous retrovirus. //I. 3e-09:313:62//Z 

71183 ' - 

F-HEMBA1002267 

F-HEMBA1002270//Homo sapiens Xp22-150 BAC GSHB-309P15 (Genome Systems Hu 
man BAC Library) complete sequence. //0.069:495:58//AC006210 
F-HE11BA1002321//Homo sapiens PAC clone DJ0991023, complete sequence. //O. 
019:564:58//AC004944 

F-HEMBA1002328/7CiT-HSP-2387N15.TF.l CIT-HSP" Homo sapiens genomic clone 
2387N15, genomic survey sequence. //1.8e-71: 346 :99//AQ240836 
F-HEMBA1002337//Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
: MYN8, complete sequence. //O. 84: 547 :57//AB020754 

F-HEMBA1002341//Homo sapiens mRNA for KIAA0771 protein, partial cds.//2. 
4e-185 : 872 : 98//AB018314 

F-HEMBA1002348//CIT-HSP-2372K24.TR CIT-HSP Homo sapiens genomic clone 23 
72K24, genomic survey sequence. //9.1e-33:230:75//AQ110676 
F-HEHBA1002349//Plasmodium falciparum histidine-r ich protein II (HRP II) 
gene, complete cds.//9.4e-06:504:57//U69551 
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F-HEMBA1002363//Homo sapiens chromosome-associated protein-E (hCAP-E) mR 
NA, complete cds.//7.3e-188:872:99//AF092563 

F-HEMBAl 002381 //Homo sapiens genomic DNA of 8p21.3-p22 anti-oncogene of 
hepatocellular colorectal and non-sma 1 1 cell lung cancer , segment 11/11. 
. //2 . le-20 : 262 : 72//AB020868 

F-HEMBA1002389//D.discoideum spore coat 60 (sp60) gene, 5' f lank. //O. 010 
:95:73//M34546 

F-HEMBA1002417//Canis familiar is ZO-3 (20-3) mRNA, complete cds.//6.2e-l 

20:767:85//AF023617 

F-HEMBA1002419//HS-1047-Al-F01-MF.abi CIT Human Genomic Sperm Library C 
Homo sapiens genomic clone Plate=CT 830 Co 1=1 Row=R, genomic survey sequ 
ence . //7 . 6e-06 : 1 1 1 : 76//B38165 

F-HEMBA1002430//HS_3137_B2_F10_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3137 Col=20 Row=L, genomic survey 
sequence . //I . 6e-56 : 367 : 88//AQ148697 

F-HEMBA1002439//Dictyostelium discoideum actin 8 gene, 3* UTR.//0.67:129 

:64//M25216 

F-HEMBA1002458//MUS musculus REX-3 mRNA, complete cds.//l. le-30:274:72// 
AF051347 

F-uEMBA1002460//HoBO sapiens clone DJ1137M13, complete sequence, //-4:0e-l 
73:822:98//AC005378 

F-HEMBA1002462//Sequence 41 from patent US 5708157. //9.8e-51:519:73//I80 
067 

F-HEMBA1002469//Human mRNA for KIAA0122 gene, partial cds.//4.0e-108:603 
:92//D50912 

F-HEMBA1002475//Streptomyces coelicolor cosmid 2H4.//0.0068:626:57//AL03 
1514 

F-HEMBA1002477//Homo sapiens BAG clone NH0342K06 from 2, complete sequen 
ce.//1.5e-40:349:78//AC005034 
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F-HEMBA 1002486 

F-HEMBA1002495//HS_3218_B1_A12_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3218 Col=23 Row=B, genomic survey 
sequence. //I . 0: 179:67//AQ181410 

F-HEMBA1002498//Homo sapiens full length insert cDNA clone ZD76B01.//1.4 
e-129:619:98//AF086404 

F-HEMBA1002503//Homo sapiens clone DJ0742P04, WORKING DRAFT SEQUENCE, 6 
unordered pieces. //I. 9e-24:306:68//AC004873 

F-HEMBA1002508//Homo sapiens chromosome 19, cosmid R33516, complete sequ 
ence . //2 . 9e-76 : 464 : 83//AC004799 

F-HEMBA1002513//Homo sapiens mRNA for histone deacetylase-like protein ( 
JM21 ) . //2 . 8e-157 : 738 : 98//A JO 1 1972 

F-HEMBA1002515//Human DNA sequence *** SEQUENCING IN PROGRESS *»* from c 
lone 407F11, WORKING DRAFT SEQUENCE. //2.6e-07: 307 :64//AL022329 
F-HEMBA1002538//HS_2185_B2_B04_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2185 Col=8 Row=D, genomic survey s 
equence . //4 . 7e-37 : 339: 78//AQ298315 

F-HEMBA1002542//HS_3197_B2_B10_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3197 Col=20 Row=D, genomic survey 
sequence . //3. 2e-70: 372 :95//AQ188792 

F-HEMBA1002547//Homo sapiens agrin precursor mRNA, partial cds.//3.5e-13 

7:655: 98//AF016903 

F-HEMBA1002552//Human Hep27 protein mRNA, complete cds.//8. 86-07:173:68/ 
/U31875 

F-HEMBA1002555//*** SEQUENCING IN PROGRESS *«* Homo sapiens chromosome 4 
, BAG clone C0190L06; HTGS phase 1, WORKING DRAFT SEQUENCE, 21 unordered 
pieces. //2.2e-15:628:60//AC004670 
F-HEMBA1002558//Human Xp22 BAC CT-285I15 (from CalTech/Research Genetics 
) , PAC RPCI1-27C22 (from Roswell Park Cancer Center), and Cosmid U35B5 
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(from Lawrence Livermore) , complete sequence. //2.3e-41 : 353 :76//AC002366 
F-HEMBA1002561//Homo sapiens chromosome 17, clone HRPC29G21, complete se 
quence . //I . le-39: 538 : 66//AC003687 

F-HEMBA1002569//Homo sapiens protein associated with Myc mRNA, complete 
cds . //I . 3e-140 : 457 : 99//AF075587 

F-HEMBA1002583//CIT-HSP-2321D3.TR CIT-HSP Homo sapiens genomic clone 232 
1D3, genomic survey sequence. //5. le-79:385:99//AQ038102 
F-HEMBA1002590//Homo sapiens chromosome 17, clone hRPK.167_N_20, complet 
e sequence . // 1 . 9e-35 : 430 : 70//AC005940 

F-HEHBA1002592//Human genomic DNA sequence from clone 30801 on chromosom 
e Xpll.3-11.4. Contains EST, CA repeat, STS, GSS, CpG island. //4.4e-19: 3 
03:71//Z93403 

F-HEMBA1002609//Homo sapiens mRNA for KIAA0597 protein, partial cds.//4. 
4e-175 : 820 : 99//AB01 1 169 

F-HEMBA1002621//Homo sapiens PAC clone DJ0650P09 from 7q21, complete seq 
uence . //O . 14 : 353 : 58//AC004413 

.F-HEMBA1002624//Homo sapiens mRNA for KIAA0808 protein, complete cds.//2 
. 9e-187 : 632 : 97//AB018351 

F-'HEMBA1002628//Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic 
isequence, WORKING DRAFT SEQUENCE, 8 unordered pieces.//l/5e-05: 792: 58/7 
AC004153 

F-HEMBA1002629//Streptomyces coelicolor cosmid lA9.//8.4e-08:576:58//AL0 
34446 

F-HEMBA1002645//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 153G14, WORKING DRAFT SEQUENCE. //5.6e-47: 222: 86//AL031 118 ' 
F-HEMBA1002651//Homo sapiens PAC clone DJ0593H12 from 7p31, complete seq 
uence . //3 . 8e-182 : 859 : 99//AC004839 

F-HEMBA1002659//Z. mob ills alcohol dehydrogenase I (adhA) gene, complete 
cds . //O . 97 : 144 : 66//M32100 
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F-HEMBA1002661//Homo sapiens PAC clone DJ0698G21 from 7p21-p22, complete 

sequence . //I . 3e-l 16 : 774 : 84// AC004535 
F-HEMBA1002666 

F-HEMBA1002678//Human DNA sequence **« SEQUENCING IN PROGRESS *** from c 
lone 1137F22, WORKING DRAFT SEQUENCE. //5.7e-156:750:98//AL034421 
F-HEMBA1002679//nbxb0002cC12r CUGI Rice BAC Library Qryza sativa genomic 

clone nbxb0002F23r , genomic survey sequence. //4.3e-09:517:58//AQ051621 
■F-HEMBA1002688//Herpes simplex virus type 2 (strain HG52) , complete geno 
me . //8 . 3e-20 : 65 1 : 61//Z86099 

F-HEMBA1002696//MUS musculus proteasome regulator PA28 beta subunit gene . 
, complete cds.//7.6e-62:306:81//AF060195 

F-HEMBA1002703//Homo sapiens mRNA for KIAA0455 protein, complete cds.//l 

. 9e-10 : 327: 62//AB007924 

F-HEMBA1002712 

F-HEMBA1002716//HS_3064_A1_C10_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3064 Col=19 Row=E, genomic survey 
sequence. //8.4e-97: 491 : 96//AQ142980 

F-HEMBA1002728//Homo sapiens chromosome 5, BAC clone 205e20 (LBNL H170) , 

complete sequence. //6.1e-21:217:77//AC004782 
F-HEMBA1002730//Human platelet glycoprotein Ilia (GPlIIa) gene, exon 1./ - 
/0.57:125:67//M57481 

F-HEMBA1002742//RPCI11-39J10.TP RPCI-11 Homo sapiens genomic clone RPCI- 
11-39J10, genomic survey sequence. //I. le-86: 414 :99//AQ029102 
F-HENBAl 002746/ /Hus musculus chromosome 19, clone CIT282B21, complete se 
quence . //7 . 1 e-70 : 303 : 82// AC003694 

F-HEMBA1002748//Human DNA sequence *«* SEQUENCING IN PROGRESS **« from c 
lone 41018, WORKING DRAFT SEQUENCE. //O. 096: 212 :62//AL031732 
F-HEMBA1002750//Homo sapiens chromosome 5, PAC clone 170mlO (LBNL H89) , 
comp 1 ete sequence . //6 . 7e-40 : 232 : 70//AC004622 
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F-HEMBA1002768//Homo sapiens mRNA for KIAA0554 protein, partial cds.//9. 
0e-177:834:98//AB011126 

F-HEMBA1002770//CDNA encoding novel rat protein TIP120 which is formed o 
f complex with TBP (TATA binding protein) .//I. 3e-140:840:88//E12829 
F-HEMBA1002777//F.rubripes GSS sequence, clone 189C06dB12, genomic surve 
y sequence.//!. le-28: 263 :77//AL007965 

F-HEMBA1002779//CIT-HSP-2333I1.TF CIT-HSP Homo sapiens genomic clone 233 
311, genomic survey sequence. //I. 8e-32: 180:98//AQ036891 
F-HEMBA1002780//Homo sapiens PAC clone DJ0244J05 from 5q31, complete seq 
uence . //7 . Oe-06 : 1 99 : 67//AC004592 

F-HEMBA1002794//H. sapiens mRNA for protein kinase C mu.//0. 00015:244:67/ 
/X75756 

F-HEMBA1002801//Plasmodium falciparum MAL3P2, complete sequence. //O. 0010 
:534:57//AL034558 

F-HEHBA1002810//Homo sapiens formin binding protein 21 mRNA, complete cd 
s . // 1 . 1 e-167 : 820 : 97//AF071 185 

F-HEMBA1002816//Homo sapiens clone NH0576N21, WORKING DRAFT SEQUENCE, 5 
unordered pieces. //3. le-113:254:90//AC005043 

F-HEMBA1002818//Cricetulus griseus H411 precursor (H411) mRNA, complete 
cds.//1.2e-122:760:86//AF04687Q " - - 

F-HEMBA1002826//Human DNA sequence from clone 23K20 on chromosome Xq25-2 
6.2 Contains EST, STS, GSS, complete sequence. //O. 0055: 235 :65//AL022153 
F-HEMBA 1002833/ /Homo sapiens chromosome 17, clone hRPC. 117_B_12, complet 
e sequence. //I. 4e-170: 744 :99//AC004707 

F-HEMBA1002850//Ephedrus persicae NADH dehydrogenase 1 gene, mitochondri 
al gene encoding mitochondrial protein, partial cds.//1.3e-05:334:59//AF 
069186 

F-HEMBA 1002863//C I T-HSP-2323A 16. TF CIT-HSP Homo sapiens genomic clone 23 
23A16, genomic survey sequence. //2.9e-140:750:93//AQ028419 
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F-HEMBA1002876//HS_2270_B1_H03_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Piate=2270 Col=5 Row=P, genomic survey s 
equence . //O . 44 : 163 : 64//AQ164031 
F-HEMBA1002886 

F-HEMBA1002896//Homo sapiens chromosome 5, PI clone 793C5 (LBNL H58) , co 

mpl ete sequence. //O . 00015 : 277 : 61//AC005195 

F-HEMBA1002921 

F-HEMBA1002924//CIT-HSP-2171H4.TR CIT-HSP Homo sapiens genomic clone 217 
1H4, genomic survey sequence. //O. 0016: 175: 66//B89715 

F-HEMBA1002934//Human DNA sequence ««» SEQUENCING IN PROGRESS *** from c 
lone 862K6, WORKING DRAFT SEQUENCE. //I. 2e-169: 797 :98//AL031681 
F-HEMBA1002935//Homo sapiens mRNA for KIAA0576 protein, partial cds.//4. 

9e-173:803:99//AB011148 

F-HEMBA1002937//Human DNA sequence «*« SEQUENCING IN PROGRESS **« from c 
lone 702J19, WORKING DRAFT SEQUENCE. //I. 2e-163:411:99//AL033531 
F-HEMBA1002939//RPCI11.-74014.TJ RPCIll Homo sapiens genomic clone R-7401 
4, genomic survey sequence. //I. 7e-4l: 215 :99//AQ266676 

F-HEMBA1002944//RPCI11-55C2.TV RPCIll Homo sapiens genomic clone R-55C2, 

genomic survey sequence. // 1 .7e-37: 375: 74//AQ082240 
F-HEMBAlb0295i//Bomo sapiens chromosome 19, cosmid F20887» cdmp-lete sequ 
ence . //O . 00074 : 683 : 58//AC005578 

F-HEMBA1002954//RPCI11-79F7.TV RPCIll Homo sapiens genomic clone R-79F7, 

genomic survey sequence. //6. le-24: 250: 78//AQ284146 
F-HEMBA1002968//HS_2262_B2_G04_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2262 Co 1=8 Row=N, genomic survey s 
equence. //O. 99: 270:60//AQ217059 

F-HEMBA1002970//RPCI11-5L24.TV RPCI-11 Homo sapiens genomic clone RPCI-1 
1-5L24, genomic survey sequence. //I. 4e-10:189:71//B49289 
F-HEMBA1002971//CIT-HSP-2363L16.TF CIT-HSP Homo sapiens genomic clone 23 
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63L16, genomic survey sequence. //4.3e-21: 181 :80//AQ080538 
F-HEMBA1002973//Rattus norvegicus Wistar 3' , 5' -cyclic AMP phosphodi ester 
ase (PDE4-10) gene, exon 10.//2.5e-40:257:89//U01290 

F-HEMBA1002997//CIT-HSP-2387H15.TF.1 CIT-HSP Homo sapiens genomic clone 
2387H15, genomic survey sequence. //9.5e-17: 128 :92//AQ240797 
F-HEMBA1002999//Rattus norvegicus lamina associated polypeptide IC (LAPl 
C) mRNA, cdmplete cds.//3. le-62:713:73//U20286 

F-HEMBA1003021//Homo sapiens clone DJ0847008, WORKING DRAFT SEQUENCE, 3 
unordered pieces. //7.5e-50:331:85//AC005484 

F-HEMBA1003033//Drosophi la melanogaster , chromosome 3L, region 62A10-62B 
5, PI clones DS02777, DS03222, DS02345, and DS04808, complete sequence./ 
/2 . 6e-20 : 357 : 66//AC005557 

F-HEMBA1003034//Human DNA sequence from 4PTEL, Huntington's Disease Regi 
on, chromosome 4pl6.3.//4.5e-60:415:73//Z95704 

F-HEMBA1003035//Homo sapiens chromosome Y, clone 264, H, 20, complete sequ 
ence.//2.3e-05:591:57//AC004617 

F-HEMBA1003037//RPCI11-88F2.TJ RPCIll Homo sapiens genomic clone R-88F2, 

genomic survey sequence. //0.68:230:60//AQ286677 
F-HEMBA1003041//Homo sapiens PAC clone DJ1163J12 from 7q21.2-q31.1, comp 
iete sequence. 7/8. le-128:550:94/7AC004983 "~ 

F-HEMBA1003046//Homo sapiens mitochondrial processing peptidase beta-sub 
unit mRNA, complete cds.//1.0e-164:777:98//AF054182 

F-HEMBA1003064//Plasmodium falciparum 307 chromosome 12 PFYAC181 genomic 
sequence, WORKING DRAFT SEQUENCE, 8 unordered pieces.//1.5e-07:744:59// 
AC005505 

F-HEMBA1003067//Rat dynorphin gene, exon 3.//1.0:140:63//M32783 
F-HEMBA1003071//Homo sapiens alpha2-C4-adrenergic receptor gene, comp let 
e cds.//1.5e-20:595:65//U72648 

F-HEMBA1003077//CIT-HSP-2366J21.TF CIT-HSP Homo sapiens genomic clone 23 
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66 J21, genomic survey sequence. //4.4e-33: 176: 99//AQ080257 
F-HEMBA1003078//Homo sapiens DNA sequence from PAC 262D12 on chromosome 
lq23. 3-24.3. Contains a Tenascin (Hexabrachion, Cytotactin, Neuronectin, 
Myotendinous antigen)-LIKE gene and a mitochondr ial/chloroplast 30S rib 
osomal protein S14-LIKE gene proceeded by a CpG island. Contains ESTs, g 
enomic marker D1S2691 and STSs.//9.4e-43:478:70//Z99297 
F-HEMBA1003079//Homo sapiens Xp22-132-134 BAG GSHB-590J15 (Genome System 
s Human BAG library) complete sequence. //O. 96: 57 :85//AC004673 
F-HEMBA1003083//Homo sapiens PAC clone DJ1182N03 from 7qll.23-q21.1, com 
plete sequence. //8.0e-74: 359 :81//AC004548 

F-HEMBA1003086//Homo sapiens chromosome 16 BAG clone GIT987SK-334D11 com 
plete sequence . //3 . 6e-l 1 : 734 : 58// AFOO 1550 

F-HEMBA1003096//Sequence 4 from patent US 5440017. //5.7e-56:594:71//I137 
50 

F-HEMBA1003098//Human DNA sequence from cosmid SRL11M20, chromosome regi 
on llpl3. Contains EST and STS.//1.9e-09:230:69//Z83308 
F-HEMBA1003117//Mouse TISll primary response gene, complete cds.//0.0005 
4:480:60//M58564 

F-HEMBA1003129//HS_3139_B2_F05_T7 CIT Approved Human Genomic Sperm Libra 
ry b Homo sapiens genomic clone Plate=3139 Col =10 Row=L, genomic survey 
sequence . //2 . 3e-100 : 510 : 97//AQ187635 

F-HEMBA1003133//Mouse BAG CitbCJ7 219m7, genomic sequence, complete sequ 

ence , // 1 . 3e-78 : 370 : 90//AG005259 

F-HEMBA1003136 

F-HEMBA1003142//Homo sapiens full length insert cDNA clone ZC39B06.//6.9 

e-121 : 563: 100//AF086197 

F-HEMBA1003148//Homo sapiens mRNA for dachshund protein. //6.7e-183:850:9 
9//AJ005670 

F-HEMBA1003166//Homo sapiens Chromosome 16 BAG clone GIT987-SKA-345G4 
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complete genomic sequence, complete sequence. //3.8e-27:229:76//AC002302 
F-HEMBA1003175//Homo sapiens genomic DNA for centromeric end of MHC clas 
s rregion on chromosome 6, WORKING DRAFT SEQUENCE. //9.4e-09: 837 :58//AB0 
00882 

F-HEMBA1003179//Homo sapiens DNA sequence from Fosmid 27C3 on chromosome 
22qll.2-qter. Contains two possibly alternatively spliced unknown genes 
, one with homology to a worm protein. Contains ESTs, coinplete sequence. 
//5 . 4e-l 15 : 174 : 98// AL022325 

F-HEMBA1003197//Arabidopsis thaliana chromosome II BAC F15K20 genomic se 
quence, complete sequence.//!. le-05:473:59//AC005824 

F-HEMBA1003199//Rattus norvegicus Spr ague-Daw ley thyroid hormone recepto 
r alpha giene, exon l.//1.6e-05:367:61//U09302 

F-HEMBA1003202//Homo sapiens BAC clone RG437L15 from 8q21, complete sequ 
ence . //9 . Oe-23 : 247 : 73//AC004003 

F-HEMBA1003204//Human DNA sequence **« SEQUENCING IN PROGRESS *** from c 
lone 409J21, WORKING DRAFT SEQUENCE. //4.7e-26: 141 :83//Z83824 
F-HEMBA1003212//Human Chromosome 11 Overlapping Cosmids cSRL72g7 and cSR 
L140b8, complete sequence. //I. ge-31:158:86//AC002037 

F-HEMBA1003220//Homo sapiens chromosome 17, clone hRPC.971_F_3, WORKING 
DRAFT SEQUENCE, 1 ordered pieces.//3.4e-24:284:75//AC004150 - 
F-HEMBA1003222//RPCI11-47P17.TJ RPCIll Homo sapiens genomic clone R-47P1 
7, genomic survey sequence. //8.7e-39: 202 :99//AQ202885 

F-HENBA1003229//Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
: MEB5, complete sequence. //0.86:227:62//AB019230 

F-HEMBA1003235//Plasmodium falciparum chromosome 2, section 10 of 73 of 
the complete sequence. //8.6e-05:372:61//AE001373 

F-HEMBA1003250//HS-1063-Al-H02-IlR.abi CIT Human Genomic Sperm Library C 
Homo sapiens genomic clone Plate=CT 796 Col=3 Row=0, genomic survey sequ 
ence . //O . 00032 : 57: 96//B46142 
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F-HEMBA1003257//H. sapiens mRNA for RDC-1 POU domain containing protein./ 
/2 . 2e-08 : 531 : 59//X64624 

F-HEHBA1003273//H. sapiens flow-sorted chromosome 6 Hindlll fragment, SC6 
PA19H4 . //O . 070 : 267 : 64//Z78949 

F-HEMBA1003276//CIT-HSP-2301B4.TF CIT-HSP Homo sapiens genomic clone 230 
1B4, genomic survey sequence. //5..2e-08:295:63//AQ015073 
F-HEMBA1003278//HS_3075_A1_G09_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3075 Col=17 Row=M, genomic survey 
sequence. //O. 98: 399: 58//AQ120599 

F-HEMBA1003281//High throughput sequencing of human chromosome 12, WORK! 
NG DRAFT SEQUENCE, 1 ordered pieces.//4.8e-101:277:97//AC005840 
F-HEMBA1003286//Homo sapiens chromosome 3ql3beta-l,4-galactosyl transfer 
X ase mRNA, complete cds.//9,0e-145:539:97//AF038662 

F-HEMBA1003291//Homo sapiens mRNA for KIAA0537 protein, complete cds.//5 
.Oe-166:799:98//AB011109 

F-HEMBA1003296//CITBI-E1-2507M8.TR CITBI-El Homo sapiens genomic clone 2 
507M8, genomic survey sequence. //I .ge-05:388:63//AQ262551 
F-HEMBA1003304//Budworm mitochondrial partial transfer RNA-Met (tRNA-Met 
) gene, and partial 12S ribosomal RNA (12S rRNA) gene.//8.0e-05:388:62// 
Li7343 - - . . . . 

F-HEMBA1003309//Crassostrea gigas clone CN20 microsatel lite sequence. //O 
.0017:210:64//AF051177 

F-HENBA1003314//Homo sapiens mRNA for leucine zipper bearing kinase, com 
plete cds.//4.6e-188:865:99//AB001872 

F-HEMBA1003322//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 16915, WORKING DRAFT SEQUENCE. //2.4e-54: 316: 87//Z93015 
F-HEMBA1003327//CIT-HSP-2024C24.TRB CIT-HSP Homo sapiens genomic clone 2 
024C24, genomic survey sequence. //8.4e-12: 166: 76//B67147 
F-HEMBA1003328//HS_2236_B2_H08_MR CIT Approved Human Genomic Sperm Libra 
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ry D Homo sapiens genomic clone Plate=2230 Col=16 Row=P, genomic survey 
sequence. //O , 026: 128: 71//AQ153313 

F-HEMBA1003330//Homo sapiens wbscrl (WBSCRl) and replication factor C su 
bun it 2 (RFC2) genes, complete cds.//4.0e-160:745:99//AF045555 
F-HEMBA1003348//HS_3194_A1_G05_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3194 Col=9 Row=M, genomic survey s 
equence . //5 . Oe-79: 381 : 99//AQ173779 

F-HEMBA1003369//H.vulgare GAA-satel 1 ite DNA.//0. 12:89:71//Z50100 
F-HEMBA1003370//Homo sapiens cosmid 123E15, complete sequence. //3.5e-32: 
199:80//AF024533 

F-HEMBA1003373//Human DNA sequence ««* SEQUENCING IN PROGRESS «»* from c 
lone 537K23, WORKING DRAFT SEQUENCE. //O. 019: 117:71//AL034405 
F-HEMBA1003376//Human clone HS4.66 Alu-Ya5 sequence. //4. 2e-30: 196:85//U6 
7229 

F-HEMBA1003380//Homo sapiens DNA sequence from clone 394P21 on chrombsom 
e lp36. 12-36. 13. Contains the PAX7 gene, locus D1S2644, ESTs and STSs, c 
omplete sequence. //4.6e-22: 206: 81 //AL021528 

F-HEMBA1003384//Homo sapiens clone GS096J14, WORKING DRAFT SEQUENCE, 3 u 
nordered pieces.//0. 00094: 72 :90//AC006026 

F^HEMBA1003395//Plasmodium-faiciparum-DNA^ PROGRESS *«* 

from MALIPI, WORKING DRAFT SEQUENCE. //O. 00041: 826 :57//AL031744 
F-HEMBA1003402//CIT-HSP-2339K16.TR CIT-HSP Homo sapiens genomic clone 23 
39K16, genomic survey sequence. //2.4e-05: 265 :64//AQ056234 
F-HEHBA1003403//Homo sapiens chromosome 4 clone B353C18 map 4q25, comple 
te sequence. //4 .'3e-135: 780: 90// AC004066 
F-HEMBA1003408 

F-HEMBA1003417//Human DNA sequence from clone 496N17 on chromosome 6pll. 
2-12.3 Contains EST, GSS, complete sequence. //I. 9e-41:239:95//AL031321 
F-HEHBA1003418//Rattus norvegicus Wistar polymeric immunoglobulin recept 
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or (PIGR) gene, 3' UTR and trinucleotide repeat microsatell ites.//2.2e-06 

:247:64//U08273 

F-HEMBA1003433//Homo sapiens nibrin (NBS) mRNA, complete cds.//1.4e-149: 
697:99//AF051334 

F-HEMBA1003447//Homo sapiens chromosome 4 clone B353C18 map 4q25, comple 
te sequence. //I. 7e-77:461:90//AC004066 

F-HEMBA1003461//Rhodobacter sphaeroides FliH (fUH) gene, partial cds, F 
HI (flil) and FliJ (fliJ) genes, complete cds.//8.6e-08:752:58//U31090 
F-HEMBA1003463//Homo sapiens chromosome 17, clone HCIT305D20, complete s 
equence.//0.089:172:68//AC004098 

F-HEMBA1003480//Homo sapiens clone NH0523H20, complete sequence. //4.5e-l 
50:562: 97//AC005041 

F-HEMBA1003528//Streptomyces fradiae gene for trypsinogen precursor, com 
plete cds.//4.7e-09:433:60//D16687 

F-HEMBA1003531//Homo sapiens PAC clone DJ1185I07 from 7qll.23-q21, compl 
ete sequence. //2 .3e-48: 297: 90//AC004990 

F-HEMBA1003538//Human complement Clr mRNA, complete cds.//4.3e-22:474:63 

//M14058 

F-HEMBA1003545//Rattus norvegicus (clone 1.6kB) islet-2 mRNA, complete c 
ds.//3.5e-143:805:91//L35571 " " - - 

F-HEMBAl 003548 

F-HEMBA1003555//Human DNA sequence ««* SEQUENCING IN PROGRESS *** from c 
lone 447E6, WORKING DRAFT SEQUENCE. //3.4e-58:33l:83/./AL031724 
F-HEMBA1003556//Homo sapiens Xp22-175-176 BAG GSHB-484017 (Genome System 
s Human BAG Library) complete sequence. //6.0e-99:703:84//AC005913 
F-HEMBA1003560//Bovine GTP-binding regulatory protein gamma-6 subunit mR 
NA, complete cds.//1.3e-99:587:89//J05071 

F-HEMBA1003568//HS_3149_A1_C04_MR GIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3149 CoI=7 Row=E, genomic survey s 
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equence . //4 . le-05 : 389 : 57//AQ166810 

F-HEMBA1003569//Homo sapiens BAG clone NH0335J18 from 2, complete sequen 
ce . //I . 6e-102 : 669 : 85//AC005539 

F-HEMBA1003571//Dictyostelium discoideum RegA (regA) gene, complete cds. 

//O . 00033 : 649 : 58//U60170 

F-HEflBA1003579//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** 

from MALIPI, WORKING DRAFT SEQUENGE.//0, 00034: 623 :56//AL031744 
F-HEMBA1003581//Mouse mRNA for talin.//3.3e-41:181:86//X56123 
F^HEMBA1003591//Homo sapiens chromosome 16, BAG clone RPCI-11_192K18 , c 
bmplete sequence. //4.4e-70: 273: 94//AC006075 

E-HEMBA1003595//Plasmodium falciparum chromosome 2, section 32 of 73. of 
the complete sequence. //6.0e-17:768:58//AE001395 

F-HEMBA1003597//Plasmodium falciparum chromosome 2, section 35 of 73 of 
the complete sequence. //4.0e-09:777:56//AE001398 

F-HEMBA1003598//Homo sapiens PAG clone DJ0537P09 from 7pll.2-pl2, comple 
te sequence . // 1 . 3e-146 : 692 : 98//AG005153 

F-HEMBA1003615//HS_2010_A2_A07_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2010 Gol=14 Row=A, genomic survey 
sequence. //I . le-22: 137: 97//AQ226592 

F-^HEf!BA1003617//Homo- sapiens HRIHFB2157 mRNA, partial- cds.//2.4e-169:501 
:97//AB015344 ' 

F-HEMBA1003621//MUS muscuius PIAS3 mRNA, complete cds. //4.7e-37: 165:92// 
AF034080 

F-HEMBA1003622//Plasmodium falciparum 3D7 chromosome 12 PFYAC336 genomic 
sequence, WORKING DRAFT SEQUENGE, 5 unordered pieces. //0.0024:514:58//A 
C005139 

F-HEMBA1003630//CIT-HSP-2168N15.TR GIT-HSP Homo sapiens genomic clone 21 
68N15, genomic survey sequence. //6.5e-15: 358 :63//B92984 
F-HEMBA1003637//Homo sapiens clone RG228D17, WORKING DRAFT SEQUENGE, 2 u 
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nor der ed p i eces . / /5 . Oe-2 1 : 238 : 76// AC605077 

F-HEMBA1003640//Human DNA sequence *«« SEQUENCING IN PROGRESS **« from c 
lone 112K5, WORKING DRAFT SEQUENCE. //2. 3e-15: 371 :63//Z85987 
F-HEMBA1003645//A.thaliana 81kb genomic sequence. //I. 0:529:57//X98130 

F-HEMBA1003646 
F-HEMBA1003656 

F-HEMBA1003662//Homo sapiens chromosome 17, clone hRPK.332_H_18, complet 
e sequence. //I. 6e-175: 824 :98//AC005746 

F-HEMBA1003667//Homo sapiens chromosome 12pl3.3, WORKING DRAFT SEQUENCE, 

21 unordered pieces. //I. le-24:190:87//AC004765 
F-HEMBA1003679//Homo sapiens BAC clone RG114B19 from 7q31.1, complete se 
quence. //I .7e-162:579: 99//AC005065 

F-HEMBAl 003680//H . sap i ens DNA sequence . //7 . 3e-22 : 172 : 87//Z22322 
F-HEMBA1003684//H. sapiens mRNA for Miz-1 protein. //O. 0054: 146:70//Y09723 
F-HEMBA1003690//Homo sapiens antigen NY-CO-9 (NY-CO-9) mRNA, partial cds 
. //2 . 9e-72 : 606 : 77//AF039691 
F-HEMBAl 003692 

F-HEMBA1003711//Homo sapiens chromosome 17, clone HRPC41C23, complete se 
quence . //O . 55 : 450 :60//AC00310 1 

— F=HEMBA1 00371-4- . — 

F-HEMBA1003715//Human DNA sequence from clone 931E15 on chromoisome Xq25. 
Contains STSs, GSSs and genomic marker DXS8098, complete sequence. //3.0 
e-16:316:68//AL023575 

F-HEMBA1003720//Homo sapiens chromosome 4 clone B227H22 map 4q25, comple 
te sequence. //I. 3e-41:483:73//AC004056 

F-HEMBAl 003725//CIT-HSP-2351H9.TF CIT-HSP Homo sapiens genomic clone 235 
1H9, genomic survey sequence. //I. le-1 12: 532 :99//AQ079348 
F-HEMBA1003729//HS_3043_A1_E07_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3043 Col=13 Row=I, genomic survey 
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sequence. //I . 6e-12 : 87 : 98//AQ129345 

F-HEMBA1003733//Homo sapiens, clone hRPK.15_A_l, complete sequence. //4. 7 
6-104:761 :82//AC006213 

F-HEMBA1003742//HS_3027_A2_B02_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3027 Col=4 Row=C, genomic survey s 
equence . //3 . 4e-08 : 67 : 97// AQ154731 

F-HEMBA1003758//CIT-HSP-2379D18.TR CIT-HSP Homo sapiens genomic clone 23 
79D18, genomic survey sequence. //2.9e-10: 310 :63//AQ113513 
F-HENBA1003760//MUS musculus hypoxia inducible factor three alpha mRNA, 
complete cds.//6.4e-114:714:86//AF060194 

F-HEMBA 1003773/ /Plasmodium falciparum 3D7 chromosome 12 PFYAC336 genomic 
sequence, WORKING DRAFT SEQUENCE, 5 unordered pieces. //O. 078: 378: 58// AC 
005139 

F-HEMBA 1003783/ /Human DNA sequence from PAC 509L4 on chromosome 6q22.1-6 
q22.33. Contains SSX3 like pseudogene, EST, STS.//9.0e-135:804:89//Z9949 
6 

F-HEMBA1003784//Caenorhabditis elegans cosmid C55B6.//0.054:463:58//U881 
81 

F-HEMBA1003799//Homo sapiens Chromosome 22qll.2 Cosmid Clone 105a In DGC 
R Region, complete sequence. //r.9e-44: 425: 76//AC000070 
F-HEMBA1003803//0ryctolagus cuniculus troponin T cardiac isoform mRNA, 3 
' end of cds.//0.95:l98:62//L40178 

F-HEMBA1003804//Homo sapiens chromosome 17, clone hCIT.175_E_5, complete 

sequence. //I. 2e-138:275:99//AC004596 
F-HEMBA1003805//MUS musculus quaking type I (QKI) mRNA, complete cds.//6 

.6e-148:753:95//U44940 

F-HEIlBA1003807//HS-1068-Bl-G06-MR.abi CIT Human Genomic Sperm Library C 
Homo sapiens genomic clone Plate=CT 278 Col=ll Row=N, genomic survey seq 
uence . //6 . 7e-07 : 241 : 67//B47212 



2 5 9 4 



aill# 2002-3046780 



#2000—183767 



F-HEMBA1003827//Homo sapiens mRNA for KIAA0616 protein, partial cds.//l. 
Oe-83: 586 : 87//AB014516 

F-HEMBA1003836//S.cerevisiae chromosome IX cosmid 9150.//5. le-16:368:63/ 
/Z38125 

F-HEMBA1003838//CIT-HSP-384J15.TR CIT-HSP Homo sapiens genomic clone 384 
J15, genomic survey sequence. //I. 4e-45:180:90//B54810 

F-HEMBA1003856//Homo sapiens chromosome 10 clone CIT987SK-1188Br2 map 10 

pl2.1, complete sequence. //O. 0014: 574 :58//AC005875 

F-HEMBAl 003864//, complete sequence. //2. le-91 : 234: 95//AC005300 

F-HEMBA1003866//MUS musculus semaphorin Via mRNA, complete cds.//5.9e-81 

:853:71//AF030430 

F-HEMBA1003879//H. sapiens CBP80 mRNA.//2.0e-08:87:95//X80030 
F-HEMBA1003880//Homo sapiens genomic DNA, chromosome 21qll.l, segment 7/ 
28, WORKING. DRAFT SEQUENCE. //I. 7e-180:853:98//AP000036 
F-HEMBA1003885//Homo sapiens PAC clone DJ0167F23 from 7pl5, complete seq 
uence . //4 . 5e-39 : 376 : 67//AC004079 

F-HEMBA1003893//H. sapiens CpG island DNA genomic Msel fragment, clone 11 
b6, forward read cpgllb6.f tla.//3.6e-32: 173:99//Z59012 
F-HEMBA1003902//RPCI11-26M20.TPB RPCI-11 Homo sapiens genomic clone RPCI 
-11-26M20, genomic survey sequence. //8.2e-12: 422 :61//AQ003455 
F-HEMBA1003908//Plasmodium falciparum chromosome 2, section 38 of 73 of 
the complete sequence.//©. 0063: 468: 58//AE001401 

F-HEMBA1003926//Human DNA sequence *«« SEQUENCING IN PROGRESS «** from c 
lone 310013, WORKING DRAFT SEQUENCE. //3.6e-27:278:76//AL031658 
F-HEMBA 1003937/ /Homo sapiens chromosome 3 subtelomeric region. //I. 4e-55: 
315:81//AF109718 

F-HEMBA1003939//HS-1047-Al-G04-MF.abi CIT Human Genomic Sperm Library C 
Homo sapiens genomic clone Plate=CT 830 Co 1=7 Row=N, genomic survey sequ 
ence . //6 . 1 e-09 : 413 : 63//B38195 
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F-HEMBA1003942//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 geno 
mic sequence, WORKING DRAFT SEQUENCE, 14 unordered pieces. 7/0.42:205:65/ 
/AC005140 

F-HEMBA1003950//M.capricolum DNA for CONTIG MC072.//0.029:458:58//Z33058 
F-HEMBA1003953//HS_2268_A1_B04_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2268 Col=7 Row=C, genomic survey s 
equence. //9 . Oe-07 : 239 : 64//AQ085098 

F-HEMBA1003958//Homo sapiens PAC clone DJ0808G16. f rom 7qll.23-q21, compl 
ete sequence. //2.8e-57: 424 :74//AC004894 

F-HEMBA1003959//RPCI11-78E8.TV RPCIll Homo sapiens genomic clone R-78E8, 

genomic survey sequence. //4.3e-86: 441 :96//AQ285498 
F-HEMBA1003976//HS_3146_A1_H09_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3146 Col=17 Row=0, genomic survey 
sequence. //6.3e-10:l29:80//AQ141146 
F-HEMBAl 003978 

F-HEMBA1003985//Caenorhabditis elegans DNA «*« SEQUENCING IN PROGRESS ** 
* from clone Y105C5, WORKING DRAFT SEQUENCE. //I. 0:258:60//Z98855 
F-HEMBAl 003987 

F-HEMBA1003989//Streptomyces coelicolor cosmid 1A9.//0.40:238:61//AL0344 

46 " : - - - 

F-HEMBA1004000//Rattus norvegicus satellite sequence d0Mco2.//2.0e-07:ll 
6:70//U19354 

F-HEMBA1004011//Plasmodium falciparum 3D7 chromosome 12 PFYAC588 genomic 
sequence, WORKING DRAFT SEQUENCE, 2 unordered pieces.//0.098:286:60//AC 
004710 

F-HEMBA1004012//Homo sapiens chromosome 17, clone hRPK.63_A_l, complete 
sequence . //2 . 8e-185 : 896 : 97//AC005670 

F-HEMBA1004015//Homo sapiens chromosome 17, clone hRPK.721_K_l , complete 
sequence . //6 . 3e-68 : 417 : 80//AC00541 1 
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F-HEflBA1004024//Homo sapiens Xp22-83 BAG GSHB-324M7 (Genome Systems Huma 
n BAG Library) complete sequence. //2.0e-47:418:77//AC005859 
F-HEMBA1004038//Homo sapiens genomic DNA, . chromosome 21qll.l, segment 23 
/28, WORKING DRAFT SEQUENCE. //I. 6e-51: 564 :74//AP000052 
F-HEMBA1004042//Plasmodium falciparum chromosome 2, section 35 of 73 of 
the complete sequence. //I. 2e-05:636:55//AE001398 

F-HEMBA1004045//Homo sapiens (subclone l_g7 from BAG H76) DNA sequence, 
comp lete sequence. //I . 9e-31 : 373: 76//AG002252 

F-HEMBA1004048//Homo sapiens DNA for P35-related protein, exon 2.//0.039 
:234:63//D63393 

F-HEMBA1004049//Homo sapiens Xp22 GS-524I1 (Genome Systems Human BAG lib 
rary), complete sequence. //4.8e-135: 780: 89// AC0031 06 

F-HEMBA1004055//Human chromosome 3p21.1 gene sequence. //4.7e-09: 457: 58// 
L13435 

F-HEMBA1004056//Human DNA sequence *«* SEQUENCING IN PROGRESS *** from c 
lone 447C4, WORKING DRAFT SEQUENCE. //3.3e-25: 246 :77//AL021977 
F-HEMBA1004074//CIT-HSP-2053J5.TF CIT-HSP Homo sapiens genomic clone 205 
3J5, genomic survey sequence. //7.8e-24: 233: 76 //B68555 ' 
F-HEMBA1004086//Saccharomyces douglasii mitochondrial tRNA-Ser and tRNA- 
Phe genes", partial sequence', and Varlp (varl) gene, mrtochondrlal' gene e 
ncoding mitochondrial protein, complete cds, //4.5e-08:614:59//U49822 
F-HEMBA1004097//MUS musculus putative transcription factor mRNA, complet 
e cds.//5.9e-121:502:85//AF091234 

F-HEMBA1004111//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4 
, BAG clone C0481P14; HTGS phase 1, WORKING DRAFT SEQUENCE, 7 unordered 
pieces. //2.0e-36:317:80//AC006160 

F-HEMBA1004131//MUS musculus clone OST2067, genomic survey sequence. //8. 
7e-24 : 320 : 71//AF046393 

F-HEMBA1004132//HS_3226_B1_D10_T7 GIT Approved Human Genomic Sperm Libra 
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ry D Homo sapiens genomic clone Plate=3226 Col=19 Row=H, genomic survey 
sequence. //9. 7e-13: 232 :71//AQ182017 
F-HEMBAl 004133. 

F-HEMBA1()04138//HS_3036_B1_G11_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3036 Col=21 Row=N, genomic survey 
sequence , //O . 0035 : 165 : 64//AQ294763 
F-HEMBA1004143 

♦ 

F-HEMBA1004146 

F-HEMBA1004150//Human DNA sequence from PAC 52D1 on chromosome Xq21. Con 
tains CA repeats, STS.//0.00011:618:60//Z96811 

F-HEMBA1004164//Homo sapiens Xp22-175-176 BAG GSHB-484017 (Genome System 
s Human BAG Library) complete sequence. //2.9e-30:454:68//AC005913 
F-HEMBA1004168//Homo sapiens geminin mRNA, complete cds.//4.5e-133:649:9 
7//AF067855 
F-HEMBA1004199 

F-HEMBA1004200//HS_2015_A1_B05_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2015 Col=9 Row=C, genomic survey s 
equence . //8 . 5e-34 : 236 : 87// AQ247957 

F-HEMBA1004202//MUS musculus chromosome 11, clone mCIT.268_P_23, complet 
e sequence . /77 . 8e-59: 216 :83//AC004807 

F-HEMBA1004203//Homo sapiens clone NH0313P13, WORKING DRAFT SEQUENCE, 15 

unordered p i eces . //6 . 3e-98 : 173 : 98// AC005488 
F-HEMBA1004207//Homo sapiens leptin receptor short form (db) mRNA, compl 
ete cds.//3.2e-166:791:98//U50748 

F-HEMBA1004225//Plasmodium falciparum chromosome 2, section 61 of 73 of 
the complete sequence. //6.5e-08:584:60//AE001424 

F-HEMBA1004227//Rattus norvegicus protein phosphatase 2C mRNA, complete 

cds . //8 . Oe-1 15 : 713 : 86//AF095927 

F-HEMBA1004238 



2 5 9 8 



£tiliE# 2002-3046780 



#2 000—183767 



F-HEMBA1004241//CIC5B11.1 check: 4870 from; 1 to: 167234, complete se 
quence . //O . 57 : 552 : 58//AC004708 

F-HEMBA1004246//Human DNA sequence from clone 422F24 on chromosome 6q24. 
1-25.2. Contains a novel gene similar to C. elegans C02C2.5. Contains ES 
Ts, STSs and GSSs, complete sequence. //6.1e-21:254:77//AL031010 
F-HEMBA1004248//Rattus rattus insul in- induced growth-respons protein (CL 
-6) mRNA, complete cds.//1.7e-30:315:74//L13619 

F-HEMBA1004264//Homo sapiens cosmid clone LUCA20 from 3p21.3, complete s 
equence . //4 . 4e-07 : 674 : 60//AC004693 

F-HEMBA1004267//Homo sapiens chromosome 17, clone hRPC. 117_B_12, complet 
e sequence. //3.1e-78: 335: 87// AC004707 

F-eEMBA1004272//Homo sapiens 12pl3.3 PAC RPCI5-1180D12 (Roswell Park Can 
cer Institute Human PAC Library) complete sequence. //1.4e-176: 856 :97//AC 
005831 

F-HEMBA1004274//HS_3064_B2_A04_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone PIate=3064 Co 1=8 Row=B, genomic survey s 
equence. //3. le-28: 153: 100//AQ136993 

F-HEMBA1004275//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 501A4, WORKING DRAFT SEQUENCE. //5. 2e-17: 109:99//Z98051 
F-HEMBA1004276//GIT-HSP-2387K6.TF.1 CIT-HSP Homo sapiens genomic clone 2" 
387K6, genomic survey sequence. //5.0e-07:63:98//AQ240477 
F-HEMBA1004286//Homo sapiens TGF beta receptor associated protein-1 mRNA 
, complete cds.//2. le-185:868:99//AF022795 

F-HEMBA1004289//Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
: MQN23, complete sequence. //I. 0:387:59//AB013395 

F-HEMBA1004295//Homo sapiens DNA, anonymous heat-stable fragment RP11-3A 
.111. 8e-06 : 92 : 89//AB012254 

F-HEMBA1004306//Homo sapiens clone DJ0811N16, complete sequence.//©. 0003 
7:413:59//AC004897 
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F-HEMBA1004312//Rickettsia prowazekii strain Madrid E, complete genome; 
segment 2/4.//0.28:522:57//AJ235271 

F-HEMBA1004321//Homo sapiens chromosome 19, BAG CIT-B-191n6, complete se 
quence.//7.1e-136:548:92//AC006130 

F-HEMBA1004323//Human DNA sequence from PAC 450C20 on chromosome X.//1.3 
e-32:320:65//Z84720 

F-HEMBA1004327//Homo sapiens mRNA for KIAA0522 protein, partial cds.//0. 
93:222:62//AB011094 

F-HEMBA1004330//Homo sapiens clone DJ1196H06, WORKING DRAFT SEQUENCE, 4 
unordered pieces.//7.0e-168:895:93//AG004995 

F-HEMBA1004334//Homo sapiens Xp22 BAG 620F15 (Genome Systems BAG library 
) complete sequence. //4.6e-73: 713: 75// AG002980 

F-HEMBA1004335//Human DNA sequence *** SEQUENCING IN PROGRESS *«* from c 
lone 417M14, WORKING DRAFT SEQUENCE. //I. 3e-25: 121:85//AL024498 
F-HEMBA1004341 

F-HEMBA1004353//***ALU WARNING: Human Alu-Sc subfamily consensus sequenc 
e . //6 . 4e-38 : 278 : 85//U14571 

F-HEMBA1004354//Human clone C3 CHLl protein (CHLRl) mRNA, alternatively 
spliced, complete cds.//4.1e-45:190:92//U75968 

F-HEMBA1004356 " " " - ... 

F-HEMBA1004366//P. falciparum complete gene map of plastid-like DNA (IR-A 
) . //2 . 2e-07 : 736 : 57//X95275 

F-HEMBA1004372//H. sapiens dystrophin gene intron 44.//1.0: 129:62//X77644 
F-HEMBA1004389//Mouse interleukin 2 receptor (p55 IL-2R) mRNA, 5' end.// 
4 . 7e-42 : 237 : 94//M21977 

F-HEMBA1004394//Plasmodium falciparum chromosome 2, section 39 of 73 of 
the complete sequence. //5.2e-05: 519: 59//AE001402 

F-HEMBA1004396//Human BAG clone RG302F04 from 7q31, complete sequence.// 
4 . Oe-32 : 261 : 76//AG002483 
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F-HEMBA1004405//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 geno 
mic sequence, WORKING DRAFT SEQUENCE, 9 unordered pieces.//1.4e-07:693:5 
8//AC005507 

F-HEMBA1004408//Homo sapiens clone NH0469M07, WORKING DRAFT SEQUENCE, 7 
unordered pieces. //I. 2e-69:l95: 100//AC005037 

F-HEMBA1004429//HS_3193_A1_B06_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3193 Col=ll Roh=C, genomic survey 
sequence. //5.1e-67:386:91//AQ172942 

F-HEMBA1004433//Human Chromosome llpll.2 PAC clone pDJ404ml5, complete s 
equence . //3 . 2e-27 : 242 : 82// AC002554 

F-HEMBA1004460//Homo sapiens clone DJ0647C14, WORKING DRAFT SEQUENCE, 21 

unordered p i eces . // 1 . 7e-75 : 590 : 81//AC004846 
F-HEMBA1004461//Human DNA sequence from clone 657 J8 on chromosome Xq26.1 
-26.3 Contains GSS, complete sequence. //0.045:215:66//AL034407 
F-HEMBA1004479//MUS musculus hypoxia. inducible factor three alpha mRNA, 
complete cds.//5.2e-43:364:79//AF060194 

F-HEMBAI004482//Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic 
sequence, WORKING DRAFT SEQUENCE, 8 unordered pieces. //6.8e-17:791:59// 
AC005505 

-F-HEMBA10G4499//Homo sapiens chromosome 17, clone hRPe.l073_F_15-, comple 
te sequence . //4 . 4e-125 : 251 : 94//AC004686 

F-HEMBA1004502//Plasmodium falciparum 3D7 chromosome 12 PFYAC1122 genomi 
c sequence, WORKING DRAFT SEQUENCE, 3 unordered pieces. //0.012:635:57//A 
C004709 

F-HEMBA1004506//Homo sapiens PAC clone DJ0844F09 from 7pl2-pl3, complete 

sequence . //2 . 8e-127 : 766 : 88//AC004453 
F-HEMBAl 004507 

F-HEMBA1004509//Arabidopsis thaliana DNA chromosome 4, BAG clone T10I14 
(ESSAII project) .//I. Oe-13: 244: 67//AL021712 
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F-HEMBA1004534//Human mRNA for act in-binding protein (filamin) (ABP-280) 
. // 1 . 6e-72 : 678 : 74//X53416 

F-HEMBA1004538//Sequence 1 from patent US 5612190. //O. 00015: 416: 59// 1368 
71 

F-HEMBA1004542//Homo sapiens clone NH0486I22, WORKING DRAFT SEQUENCE, 5 
unordered pieces. //O . 95 : 202: 64//AC005038 

F-HEMBA1004554//Arabidopsis thaliana BAG T26D22.//0.45:624:56//AF058826 
F-HEMBA1004560//Human mRNA for KIAA0281 gene, complete cds.//9. le-10: 173 

:70//D87457 

F-HEMBA1004573//Human BAG clone RG114A06 from 7q31, complete sequence.// 
6. le-23: 134:73//AG002542 

F-HEMBA1004577//Homo sapiens Ghromosome 16 BAG clone GIT987SK-582J2, com 
p 1 ete sequence . //I . 6e-15 : 190 : 77//AG004525 

F-HEMBA1004586//Homo sapiens clone DJ0810E06, WORKING DRAFT SEQUENGE, 8 
unordered p i eces . //3 . le-31 : 388: 76//AG004895 

F-HEMBA1004596//RPGI 11-81021. TJ RPGIU Homo sapiens genomic clone R-8102 
1, genomic survey sequence. //2.2e-90:458:90//AQ285136 

F-HEMBA1004604//MUS musculus C0P9 complex subunit 7a (G0PS7a) mRNA, comp 
lete cds.//8.6e-105:699:84//AF071316 

F-HEMBA10046i0//Homo sapiens PAG clone Djri63J12 from 7q21.2-q31. IV comp 
lete sequence. //5.4e-20: 267 :72//AC004983 

F-HEMBA1004617//GIT-HSP-2319H15.TF CIT-HSP Homo sapiens genomic clone 23 
19H15, genomic survey sequence. //6.2e-26: 147: 99//AQ034944 
F-HEMBA1004629/ /Plasmodium falciparum 3D7 chromosome 12 PFYAG1383 genomi 
c sequence, WORKING DRAFT SEQUENGE, 3 unordered pieces.//5.6e-06:766:56/ 

/AG005504 

F-HEMBA1004631//Human DNA sequence from PAG 368A4 on chromosome X. Gonta 
ins ESTs, GELLULAR NUGLEIG AGID BINDING PROTEIN (GNBP) like gene and STS 
s . //4 . 7e-73 : 412 : 92//Z83843 



2 6 0 2 



2002-3046780 



4t2 000—183767 



F-HEMBA1004632//Canine herpesvirus DNA for gene homolog of HSVl UL16, EH 
VI ORF 46, VZV ORF 44.//0.92: 181:61//X90418 

F-HEMBA1004637//G.gallus mRNA for LRP/alpha-2-macroglobul in receptor. //7 
.8e-47: 784:65/7X74904 

F-HEMBA1004638//Rattus norvegicus homeodomain protein NlcxB.l (nltxS.l) mR 
NA, complete cds.//6.4e-06:458:61//AF004431 

F-HEMBA1004666//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS ** 
« from clone Y47D3, WORKING DRAFT SEQUENCE. //O. 30: 733 :55//Z98865 
F-HEMBA1004669//Human DNA sequence from clone 465N24 on chromosome lp35. 
1-36.13. Contains two novel genes, ESTs, GSSs and CpG islands, complete 
sequence . //7 . 5e-136 : 521 : 98//AL031432 

F-HEM6A1004670//Homo sapiens Chromosome 22ql2 Cosmid Clone p90g5, comple 

te sequence. //0.43:365:59//AC000045 

F-HEMBA1004672 

F-HEMBA1004693//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic 
sequence, WORKING DRAFT SEQUENCE, 5 unordered pieces.//©. 096:651:54//AC 
005308 

F-HEMBA1004697//CIT-HSP-2326C13.TR CIT-flSP Homo sapiens genomic clone 23 
26C13, genomic survey sequence.//©. 23: 238 :65//AQ040642 
F-KEMBA1004705/7HoBb sapiens Xp2 2 Cosmid U151G1 (from Lawrence Livermore 
X library) and PAC RPCI1-93D11 (from Roswell Park Cancer Center) comple 
te sequence. //2 . le-27 : 375 : 72//AC002357 

F-HEMBA1004709//Homo sapiens Xp22-150 BAC GSHB-309P15 (Genome Systems Hu 
man BAC Library) complete sequence. //I. 6e-36: 191 :91//AC006210 
F-HEMBA1004711//Homo sapiens chromosome 17, clone hRPK.271_K_ll , complet 
e sequence. //I. le-133:639:99//AC005562 

F-HEMBA1004725//RPCI 11-75013. TJ RPCIll Homo sapiens genomic clone R-7501 
3, genomic survey sequence. //6.2e-32: 169: 100//AQ266512 
F-HEMBA1004730//Human BAC clone RG035E18 from 7q31, complete sequence.// 
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8 . Oe-68 : 732 : 72//AC004029 

F-HEMBA1004733//CIT-HSP-2305M23.TF CIT-HSP Homo sapiens genomic clone 23 
05M23, genomic survey sequence. //4.9e-18:209:69//AQ017556 
F-HEMBA1004734//Arabidopsis thaliana ubi qui tin-conjugating enzyme 17 (UB 
C17) mRNA, complete cds.//1.8e-13:45l:62//AF028340 

F-HEMBA1004736//Human DNA sequence from PAC 436M11 on chromosome Xp22.11 
-22.2. Contains the serine threonine protein phosphatase gene PPEFl, and 
the first coding exon of the RSI gene for retinoschisis (X-1 inked, juve 
nile) 1 (XLRSl). Contains ESTs, an STS and GSSs, complete sequence. //5.0 
e-87:646:78//Z94056 

F-HEMBA 10 04748/ /Hunan BAC clone RG204I16 from 7q31, complete sequence.// 
0. 24:526:57/ /AC002461 

F-HEMBA1004751//Homo sapiens clone DJ0876A24, WORKING DRAFT SEQUENCE, 6 
unordered pieces. //I. 4e-25:268:76//AC004913 

F-HEMBA1004752//R.norvegicus mRNA for leucocyte common antigen-related p 
rotein (3941 bp) .//l.le-07:503:61//X83546 

F-HEMBA1004753//Homo sapiens Chromosome 12 Cosmid Clone 6e5, complete se 
quence . //4 . 5e-38 : 314 : 81 //AC000028 

F-HEMBA1004756//Homo sapiens, complete sequence. //I. 4e-lll:326:84//AC005 

854 ~ - . - . 

F-HEMBA1004758//Sequence 29 from patent US 5534410. //3.9e-135:769:91//I2 

3472 

F-HEMBA1004763//Homo sapiens apoptosis inhibitor survivin gene, complete 

cds . //3 . 6e-47 : 404 : 79//U75285 
F-HEMBA1004768//Homo sapiens PAC clone DJ0979P20 from 7q33-q35, complete 

sequence . //6 . 7e-107 : 890 : 78//AC004941 
F-HEMBA1004770//Plasmodium falciparum 3D7 chromosome 12 PFYAC1122 genomi 
c sequence, WORKING DRAFT SEQUENCE, 3 unordered pieces.//7.9e-09:806:59/ 
/AC004709 
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F-HEMBA1004771//G.niuris ribosomal RNA operon DNA encoding 16S, 23S and 5 
.8S ribosomal RNA.//0.89:239:61//X65063 
F-HEMBA1004776 
F-HEMBAl 004778 

F-HEMBA1004795//Drosophila melanogaster A-kinase anchor protein DAKAP550 

mRNA, partial cds.//3.4e-46:778:64//AF003622 
F-HEMBA1004803//Homo sapiens chromosome ¥, clone 264, M, 20, complete sequ 
ence . //4 . 3e-82 : 580 : 82//AC004617 

F-HEMBA1004806//Homo sapiens BAG clone RG281G05 from 7pl5-p21, complete 
sequence . //5 . 4e-07 : 642 : 59//AC005083 

F-HEMBA1004807//Human HIVl tata element modulatory factor mRNA sequence 
from chromosome 3.//1.4e-46:171:92//L01042 

F-HEMBA1004816//Homo sapiens calpastatin (CAST) gene, exons 10-14. //3.5e 
-31:546:66//M86257 

F-HEMBA1004820//C.botulinum progenitor toxin complex genes. //O. 0014:343: 
62//X87972 

F-HEMBA1004847//Canine mRNA for 68kDA subunit of signal recognition part 
i c 1 e (SRF68) . //1 . 5e-85 : 5 12 : 88//X53744 

F-HEMBA1004850//Homo sapiens TGF-beta type I receptor (TGFBRl) gene, exo 
n 1.7/0. 0065:284:61//AF054590 

F-HEMBA1004863//Genomic sequence from House 11, complete sequence.// 0.92 

:250:59//AC000400 
F-HEMBA1004864 

F-HEMBA1004865//Human DNA sequence from clone 459L4 on chromosome 6p22.3 
-24.1 Contains EST, STS, GSS, complete sequence. //3.6e-12:214:72//AL0311 
20 

F-HEMBA1004880//Homo sapiens Chromosome 16 BAG clone CIT987SK-A-319E8, c 
omplete sequence. //I . le-08: 255 :69//AC004020 

F-HEMBA1004889//Schistocerca americana Antennapedia homeotic protein (An 
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tp) mRNA, complete cds.//0.062: 155:69//U32943 

F-HEMBA1004900//Plasmodium falciparum unidentified mRNA sequence. //O. 000 
55:323:60//L12043 

F-HEMBA1004909//Homo sapiens chromosome 17, clone 289A8, complete sequen 

ce.//9.6e-16:166:80//AC003051 

F-HEHBA1004918//Turritel la communis mitochondrial 16S ribosoraal RNA gene 
, partial. //0.81:146:65//M94003 

F-HENBAi004923//Human DNA from overlapping chromosome 19-specific cosmid 
s R32543, , and F15613 containing ZNF gene family member, genomic sequen 
ce, complete sequence. //1.4e-36: 338 :78//AC003006 

F-HEMBA1004929//CIT-HSP-2373I16.TR CIT-HSP Homo sapiens genomic clone 23 
73116, genomic survey sequence. //2.4e-88:443:96//AQ108676 
F-HEMBA1004930//Homo sapiens PAC clone DJ0608H12 from 7q21 , complete seq 
uence.//4.6e-20:219:73//AC004109 

F-HEMBA1004933//HS-1003-Al-E10-MF.abi CIT Human Genomic Sperm Library C 
Homo sapiens genomic clone Plate=CT 497 Col=19 Row=I, genomic survey seq 
uence . //I . 4e-28 : 216 : 85//B30726 

F-HEMBA1004934//Homo sapiens chromosome 21q22.3 PAC 267010, complete seq 
uence . //O . 53 : 222 : 61 //AF042091 

F-HEMBA1004944//Hob'o sapiens clone DJ0736H05, WORKING DRAFT SEQUENCE, 5- 
unordered pieces. //I. 2e-58:509:78//AC005482 

F-HEMBA1004g54//HS_2033_A2_A08_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2033 Col=16 Row=A, genomic survey 
sequence . //3 . 7e-47 : 243 : 99//AQ229758 

F-HEMBA1004956//P. falciparum complete gene map of plast id-like DNA (IR-B 
) . //O . 048 : 421 : 58//X95276 

F-HEMBA1004960//Arabidopsis thaliana DNA chromosome 4, ESSA I contig fra 
gment No. 8.//0.89:333:58//Z97343 
F-HEMBAl 004972 
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F-HEMBA1004973//RPCI11-66P8.TK RPCIll Homo sapiens genomic clone R-66P8, 

genomic survey sequence. //3.5e-22: 245 :77//AQ238471 
F-HEMBA1004977//Homo sapiens full length insert cDNA clone YZ83B08.//9.0 
e-ll:84:98//AF086080 

F-HEMBA1004978//CIT-HSP-2354E10.TR CIT-HSP Homo sapiens genomic clone 23 
54E10, genomic survey sequence. //O. 0021: 152 :66//AQ075713 
F-HEMBA1004980//HS_3018_A2_E04_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone PIate=3018 Col=8 Row=I, genomic survey s 
equence . //I . 9e-77: 392 : 97//AQ071873 

F-HEMBA1004983//Albinaria corrugata isolate cor.Prnl.l 16S ribosomal RNA 
gene, mitochondrial geiie for mitochondrial RNA, partial sequence. //O.OQ' 
30:276:61//AF031880 

F-HEMBA1004995//Homo sapiens chromosome 16, cosmid bridge clone 306E6 (L 
AND, complete sequence. //4.2e-138: 640 :99//AC005590 

F-HEHBA1005008//Human marinerl transposase gene, complete consensus sequ 
ence.//6.8e-20: 160:88//U52077 

F-HEMBA1005009//Homo sapiens BAF53a (BAF53a) mRNA, complete cds.//2.0e-l 
44:668: 99//AF041474 

F-HEMBA1005019//Homo sapiens mRNA for KIAA0648 protein, partial cds.//l. 
4e-14G: 693 :98//AB0 14548 ' " - - 

F-HEMBA1005029//Homo sapiens DNA sequence from PAC 97D16 on chromosome 6 
p21.3-22.2. Contains an unknown pseudogene, a 60S Ribosomal protein L24 
(L30) LIKE pseudogene and histone genes H2BFC (H2B/c) , H4FFP (H4/f pseud 
ogene), H2AFC (H2A/c) , H3F1K (H3.1/k) and a tRNA-Val pseudogene and tRNA 
-Thr gene. Contains ESTs, STSs, GSSs and genomic marker D6S464, complete 

sequence. //2 . 2e-115 : 668: 90//AL009179 
F-HEMBA1005035//Homo sapiens chromosome 17, clone hCIT. 175_E_5, complete 

sequence. //4. 6e-138: 591 :98//AC004596 
F-HEMBA1005039//CI T-HSP-2338L5.tr CIT-HSP Homo sapiens genomic clone 233 
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8L5, genomic survey sequence. //3.7e-6l: 271: 88//AQ055486 
F-HEMBA1005047//MUS musculus mRNA for Rab24 protein. //3.8e-17:218:73//Z2 
2819 

F-HEMBA1005050//Human Tislld gene, complete cds.//0.079:251:63//U07802 
F-HEMBA1005062//Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic 
sequence, WORKING DRAFT SEQUENCE, 4 unordered pieces. //0.018:560:56//AC0 
04688 

F-HEMBA1005066//Human DNA sequence «*« SEQUENCING IN PROGRESS *** from c 
lone 774G10, WORKING DRAFT SEQUENCE. //3.4e-97: 432 :84//AL034410 
F-HEMBA1005075//H. sapiens DNA 3' flanking simple sequence region clone w 
g2c3 . //6 . 9e-07 : 176 : 68//X78589 

F-HEMBA1005079//CIT-HSP-2325M21.TRB CIT-HSP Homo sapiens genomic clone 2 
325M21, genomic survey sequence. //2. le-48: 274: 93//AQ038720 
F-HEMBA1005083//HS_2248_B1_D05_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2248 Col=9 Row=H, genomic survey s 
equence . //3 . 4e-06 : 230 : 64//AQ129575 

F-HEMBA1005101//Homo sapiens SYT interacting protein SIP mRNA, complete 
cds. //I . 3e-161 : 762: 98//AF080561 

F-HEMBA1005113//L.esculentum microsatel 1 ite repeat DNA region. //O. 0038:7 
42:5777X90770 

F-HEMBA1005123//Homo sapiens clone DJ0673M15, WORKING DRAFT SEQUENCE, 33 

unordered pieces.//9.6e-83:479:78//AC004854 
F-HEMBA1005133//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone Y313F4, WORKING DRAFT SEQUENCE. //3.9e-24: 576: 64// AL023808 
F-HEMBA1005149//Homo sapiens PAC clone DJ430N08 from 22ql2.1-qter, compl 
ete sequence. //4.7e-36: 283: 80// AC004542 

F-HEMBA1005152//Homo sapiens chromosome Xp22-67-68, WORKING DRAFT SEQUEN 
CE, 99 unordered pieces. //5.0e-10:332:64//AC004469 

F-HEMBA1005159//Homo sapiens genomic DNA, chromosome 21qll.l, segment 1/ 
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5, WORKING DRAFT SEQUENCE. //4,0e-10: 734: 58// AP000023 

F-HEMBA1005185//H. sapiens CpG island DNA genomic Msel fragment, clone 91 
b2, forward read cpg91b2.f tla.//2.2e-14:93:100//Z63847 
F-HEMBA1005201//Drosophila melanogaster cosmid 152A3.//4.7e-35:679:64//A 

L009194 

F-HEMBA1005202//Canine mRNA for 68kDA subunit of signal recognition part 
icle (SRP68).//6.7e-138:778:90//X53744 

F-HEMBA1005206//Drosophila melanogaster Su(P) and anon-73Bl genes and pa 
rtial o25 gene and Pros26 gene.//7.1e-12:376:62//AJ011320 
F-HEMBAl 0052 19/ /Homo sapiens mRNA for KIAA0445 protein, complete cds.//7 
. le-05 : 41 1 : 60//AB007914 

F-HEMBA1005223//Homo sapiens PAC clone DJ430N08 from 22ql2. 1-qter , compl 
ete sequence. //3.5e-06:212:66//AC004542 

F-HEMBA1005232//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic 
sequence, WORKING DRAFT SEQUENCE, 5 unordered pieces.//3.7e-07:625:57// 
AC005308 

F-HEMBA1005241//Homo sapiens PAC clone DJ0777023 from 7pl4-pl5, complete 

sequence J/8. 7.e-45 : 567 : 72// AC005154 
F-HEMBA1005244//Homo sapiens chromosome X clone U177G4, U152H5, U168D5, 
174A6, U172D6, and UI86B3 from Xp22, complete sequence, //O. 96: 298 :62//AC 
002365 

F-HEMBA1005251 

F-HEMBA1005252//Homo sapiens chromosome 17, clone hRPK.318_A_15, complet 
e sequence. //4.5e-160: 392 :99//AC005837 

F-HEMBA1005274//Homo sapiens BAC clone 255A7 from 8q21 containing NBSl g 
ene, complete sequence. //2.3e-05: 496: 60//AF069291 

F-HEMBA1005275//Human DNA sequence from clone 444C7 on chromosome 6p22.3 
-23. Contains an EST, an STS and GSSs, complete sequence. //5.7e-05: 220: 6 
4//AL033521 
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F-HEMBA1005293//Homo sapiens echinoderm microtubule-associated protein h 
omolog HuEMAP mRNA, complete cds.//2.4e-20:338:65//U97018 
F-HEMBA1005296 

F-HEMBA1005304//Human DNA sequence from clone 364122 on chromosome Xq21. 
31-22.3; Contains an STS and GSSs, complete sequence. // 1. 6e-51 : 381 :78//A 
L031012 

F-HEMBA1005311 

F-HEMBA1005314//Homo sapiens genomic DNA, chromosome 21qll.l, segment 2/ 

28, WORKING DRAFT SEQUENCE. //O. 94: 226 :63//AP000031 

F-HEMBA1005315//Homo sapiens BAC810, complete sequence. //9.5e-15: 684: 62/ 
/U85198 

F-HEMBA1005318//Human DNA^sequence from PAC 394F12 on chromosome X conta 
ins EST, STS, CpG island clone.//2.6e-05:472:59//Z83823 
F-HEMBA1005331//Homo sapiens chromosome 17, clone hRPK.214_C_8, complete 

sequence . //3 . 3e-90 : 300 : 90// AC005803 
F-HEMBA1005338//Homo sapiens mRNA for matrilin-4, partial. //I. 4e-151:740 
:97//AJ007581 

F-HEMBA1005353//CIT-HSP-2310N10.TR CIT-HSP Homo sapiens genomic clone 23 
lONlO, genomic survey sequence. //2. le-86: 438: 97//AQ016145 

" F-HEMBA1005359//Human zinC f inger nrote in ZNF137 aiRNAr complete cds. //!- 

8e-g8:500:88//U09414 

F-HEMBA1005367//MUS musculus melastatin mRNA, complete cds.//8.3e-72:577 
:73//AF047714 

F-HEMBA1005372//Human DNA sequence from PAC 293E14 contains ESTs, STS.// 
1 . 3e-07 : 274 : 66//Z82900 

F-HEMBA1005374//Homo sapiens clone 277F10, WORKING DRAFT SEQUENCE, 5 uno 
rdered pieces. //I. 9e-48:61l:69//AC004813 

F-HEMBA1005382//HS_3063_B2_F11_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3063 Col=22 Row=L, genomic survey 
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sequence. //I .6e-27: 154: 98//AQ103204 

F-HEMBA1005389//Plasmodium falciparum telomere nucleotide sequence. //4.0 
e-07:443:61//M23175 

F-HEMBA1005394//CIT-HSP-2368B11.TR CIT-HSP Homo sapiens genomic clone 23 
68B11, genomic survey sequence. //7.6e-17: 225 :71//AQ076749 
F-HEMBA1005403//Human DNA sequence *«« SEQUENCING IN PROGRESS **« from c 
lone 423B22, WORKING DRAFT SEQUENCE. //4.5e-131: 278: 98//AL034379 
F-HEMBA1005408//HS_3007_B2_G04_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3007 Co 1=8 Row=N, genomic survey s 
equence. //8 . Oe-06 : 218 : 66//AQ294366 

F-HEMBA1005410//Human DNA sequence from cosmid cU120E2, on chromosome X 
contains Lowe oculocerebrorenal syndrome (OCRL) ESTs and STS,//1.5e-41:4 

32:76//Z73496 
F-HEMBA1005411 ' 

F-HEHBA1005423//Homo sapiens eye 1 in-dependent kinase inhibitor (CDKN2C) 

mRNA, complete cds.//1.0e-169:537:99//AF041248 

F-HEMBA1005426 

F-HEMBA1005443//Homo sapiens chromosome 19, BAC CIT-B-191n6, complete se 
quence . //7 . le-37 : 260 : 76//AC006130 

F-HEMBA1005447//CIT-HSP-2173N7.TR CIT-HSP Homo sapiens genomic clone 217 
3N7, genomic survey sequence. //5.0e-133: 631 :98//B93234 
F-HEMBA1005468//Human DNA sequence from clone 20J23 on chromosome Xq26.2 
-27.2 Contains ras-related C3 botulinum toxin substrate 1 (P21-RAC1) (ra 
s-like protein TC25) EST, CA repeat, STS, CpG island, complete sequence. 
//I . 5e-l 18 : 868 : 83//AL022576 

F-HEMBA1005469//Homo sapiens chromosome 16, PI clone 96-4B (LANL) , compl 
ete sequence. //I . 2e-179:838: 99//AC005212 

F-HEMBA1005472//Human DNA sequence **« SEQUENCING IN PROGRESS *** from c 
lone 228H13, WORKING DRAFT SEQUENCE. //3. 4e-20: 187:74//AL031985 



2 6 11 



2002-3046780 



#2 000—183767 



F-HEMBA1005474//Homo sapiens genomic DNA, chromosome 21qll.l, segment 12 
/28, WORKING DRAFT SEQUENCE. //4. le-22:445:65//AP000041 
F-HEMBA1005475//CIT-HSP-2322D14.TR CIT-HSP Homo sapiens genomic clone 23 
22D14, genomic survey sequence. //6.7e-51: 269: 97//AQ026941 
F-HEMBA1005497//HS_3097_A2_G05_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3097 Col=10 Row=M, genomic survey 
sequence . //I . 4e-66 : 345 : 96//AQ103810 

F-HEMBA1005500//Homo sapiens PAC clone DJ1093017 from 7qll.23-q21, compl 
ete sequence, //5.4e-178:818:98//AC004957 

F-HEMBA1005506//MUS musculus (clone 0EBF17) early B-cell factor (EBF) mR 
NA, complete cds.//2.6e-06:73:98//L12147 

F-HEMBA1005508//Homo sapiens, clone hRPK.l_A_l, complete sequence. //O. 00 

012:455:60//AC006196 

F-HEMBA1005511//Homo sapiens MHO class 1 region. //3. 3e-43: 421 :77//AF0550 
66 

F-HEMBA1005513//Drosophila melanogaster males-absent on the first (mof) 
gene, complete cds.//2.3e-20:352:69//U71219 

F-HEMBA1005517//Homo sapiens DNA for (CGG)n trinucleotide repeat region, 

isolate E7.//2.5e-08:431:62//AJp01216 
F-HEMBA1005518/7M. musculus bRNA for paladin gene. //8.2e-90:651 :81//X9938 
4 

F-HEMBA1005520//Homo sapiens clone DJ0876A24, WORKING DRAFT SEQUENCE, 6 
unordered p i eces . //7 . 8e-167 : 755 : 99//AC004913 

F-HEMBA1005526//Homo sapiens chromosome 9, clone hRPK.202_H_3, complete 
sequence , //2 . 4e-42 : 475 : 73//AC006241 

F-HEMBA1005528//MUS musculus mCAFl protein mRNA, complete cds.//1.2e-94: 

512:92//U21855 

F-HEMBA1005530 

F-HEMBA1005548//Human DNA sequence *«* SEQUENCING IN PROGRESS «*« from c 
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lone 970A17, WORKING DRAFT SEQUENCE. //9.4e-87: 422 :99//AL034431 
F-HEMBA1005552//Homo sapiens PAC clone DJ0807C15 from 7q34-q36, complete 

sequence. //6 . le-41 : 486 : 68//AC004743 
F-HEMBA1005558//Drosophila melanogaster DNA sequence (PI DS00837 (D87)), 

complete sequence. //2.9e-19:306:68//AC004377 
F-HEMBA1005568//Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic 

sequence, WORKING DRAFT SEQUENCE, 8 unordered pieces.//0. 0093: 345 :60//A 
C004153 

F-HEMBA1005570//Plasmodium falciparum chromosome 2, section 44 of 73 of 
the complete sequence. //4.2e-09:592:59//AE001407 

F-HEMBA1005576//Hono sapiens mRNA for KIAA0463 protein, partial cds.//5. 
9e-127 : 610 : 98//AB007932 

F-HEMBA1005577//HS-1004-Al-Ell-MR.abi GIT Human Genomic Sperm Library C 
Homo sapiens genomic clone Plate=CT 498 Col=21 Row=I, genomic survey seq 
uence , //O . 00034 : 254 : 64//B30971 

F-HEMBAl 005581 //Rat tus norvegicus mRNA for MEGF5, complete cds.//4.0e-57 
: 826 :65//AB01 1531 

F-HEMBA1005582//HS_3242_A1_B07_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3242 Col=13 Roiv=C, genomic survey 
sequence, //l.le-13: 91 :98//AQ21 1275 " 
F-HEMBA1005583 

F-HEMBA1005588/./Homo sapiens PAC clone DJ1188N21 from 7qll.23-q21.1, com 
p 1 e te sequence . //8 . 7e-31 : 283 : 75// AC006025 

F-HEMBA1005593//Homo sapiens chromosome 17, clone hRPK.332_H_18, complet 
e sequence. //8.3e-158:748:99//AC005746 

F-HEMBA1005595//CIT-HSP-2309F14.TF CIT-HSP Homo sapiens genomic clone 23 
09F14, genomic survey sequence. //6. 4e-30: 194:91//AQ016527 
F-HEMBA1005606//C I T-HSP-2326I6.tr CIT-HSP Homo sapiens genomic clone 232 
616, genomic survey sequence. //O. 0014: 132 :70//AQ041484 
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F-HEMBA1005609//Hoino sapiens clone RG315H11, WORKING DRAFT SEQUENCE, 5 u 
nordered pieces. //2.9e-33:249:85//AC005089 

F-HEM6A1005616//Homo sapiens DNA sequence from PAC 43C13 on chromosome X 
q21.1-Xq21.3. rab proteins geranylgeranyl transferase component A 1 (rab 
escort protein 1) (REP-1) (choroideraemia protein) (TCD protein) .//6.5e- 
29:279:69//AL009175 

F-HEMBA1005621//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 330012, WORKING DRAFT SEQUENCE. //6.4e-90: 158 :87//AL031731 
F-HEMBA1005627//RPCI11-34P9.TJ RPCI-11 Homo sapiens genomic clone RPCI-1 
1-34P9, genomic survey sequence. //O. 014: 168:67//AQ045110 
F-HEMBA1005631//Homo sapiens PAC clone DJ1086D14, complete sequence.//!. 
Oe-149 : 736 : 93//AC004460 
F-HEMBA1005632 

F-HEMBA1005634//Human DNA sequence from PAC 187N21 on chromosome 6p21.2- 

6p21.33. Contains ESTs.//6.6e-38:452:67//Z98036 

F-HEMBAI065666 

F-HEMBA1005670//Homo sapiens PAC clone DJ0665C04 from 7pl4-pl3, complete 

sequence . //5 . le-59 : 687 : 74//AC004850 
F-HEMBA1005679//Homo sapiens clone DJ0425I02, WORKING DRAFT SEQUENCE, 5 
unordered p i eces . //I . Oe-47 : 357 : 85//AC005478 
F-HEMBA1005680 

F-HEMBA1005685//RPCI11-23D19.TKBR RPCI-11 Homo sapiens genomic clone RPC 
I-11-23D19, genomic survey sequence. //0.99:228:63//AQ013742 
F-HEMBA1005699//Human ligand for eph-related receptor tyrosine kinases ( 
EPLG8) mRNA, complete cds.//1.4e-72:406:92//U57001 

F-HEMBA1005705//Human (D21S172) DNA segment containing (CA) repeat. //O.O 
0040: 190 :66//X56513 

F-HEMBA1005717//PIasmodium falciparum MAL3P1, complete sequence. //O. 0099 
:260:63//Z97348 
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F-HEMBA1005732//Human mRNA for KIAAOOOS gene, complete cds.//8. le-19: 151 
:88//D14697 

F-HEMBA1005737//Homo sapiens PAC clone DJ1099C19 from 7q21-q22, complete 

sequence. //5.6e-15:157:79//AC005156 
F-HEMBA1005746//RPCI11-63N8.TK RPCIIl Homo sapiens genomic clone R-63N8, 

genomic survey sequence. //I. 3e-18:ll3:l00//AQ238535 
F-HEMBA1005755//Homo sapiens DNA sequence from PAC 95C20 on chromosome X 
pll.3-11.4. Contains STSs and the DXS7 locus with GT and GTG repeat poly 
morphisms, complete sequence, //3.6e-56: 764: 70//Z97181 

F-HEMBA1005765//Human DNA sequence from PAC.288L1 on chromosome 22ql2-qt 
er contains ESTs and polymorphic CA repeat (D22S1152) .//l.le-30:275:77// 
Z82196 . 

F-HEMBA1005780//RPCI11-74E19.TJ RPCIll Homo sapiens genomic clone R-74E1 
9, genomic survey sequence. //O. 0011 :283:62//AQ268432 

F-HEMBA1005813//Homo sapiens PAC clone DJ0167F23 from 7pl5, complete seq 
uence . //O . 14 : 326 : 61//AC004079 

F-HENBA1005815//M.musculus mRNA for skeletal muscle-specific calpain.//6 

.3e-10: 706:59/7X92523 

F-HEMBA1005822//Mouse Bac 291G16, WORKING DRAFT SEQUENCE, 19 unordered p 
ieces.//0.87:417:56//AC003020 " " " " 

F-HEMBA1005829//Homo sapiens Chromosome 22qll.2 Fosmid Clone f39el In DG 
CR Region, complete sequence. //8.8e-42:370:79//AC000094 
F-HEMBA1005834//Human DNA sequence from clone 353H6 on chromosome Xq25-2 
6.2. Contains the alternatively spliced SMARCAl gene for SWl/SNF related 
, matrix associated, actin dependent regulator of chromatin, subfamily a 
, member 1 (SNF2L1) and a 40S Ribosomal Protein S26 pseudogene. Contains 

ESTs, STSs and GSSs, complete sequence. //2. le-42: 690: 67//AL022577 
F-HEMBA1005852//F.rubripes GSS sequence, clone 163A22aE9, genomic survey 

sequence . //4 . 3e-07 : 253 : 59// ALO 18749 
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F-HEMBA1005853//CIT-HSP-2289L23.TR CIT-HSP Homo sapiens genomic clone 22 
89L23, genomic survey sequence. //2.2e-68: 333 :99//B98952 
F-HEMBA1005884//Homo sapiens chromosome 5, BAG clone 78c6 (LBNL H191) , c 
omplete sequence. //I. 9e-57: 331 :87//AC005351 

F-HEMBA1005891//Homo sapiens PAC clone DJ0997N05 from 7qll.23-q21.1, com 
plete sequence. //5.1e-182: 864 :98//AC004945 

F-HEMBA1005894//Homo sapiens, WORKING DRAFT SEQUENCE, 52 unordered piece 
s . //3 . Oe-44 : 340 : 80// AG004086 

F-HEMBA1005909//Homo sapiens DNA sequence from PAC 127D3 on chromosome 1 
q23-25. Contains FM02 and FM03 genes for Flavin-containing Monooxygenase 
2 and Flavin-containing Monooxygenase 3 (Dimethylani 1 ine Monooxygenase 
(N-Oxide 3, ECl.14,13.8, Dimethylani 1 ine Oxidase 3, FMO II, FMO 3), and 
a gene for another, unknown. Flavin-containing Monooxygenase family prot 
ein. Contains ESTs and GSSs, complete sequence. //8.3e-12: 828 :57//AL02102 
6 

F-HEMBA1005911//Human DNA sequence from clone 1158E12 on chromosome Xpll 
.23-11.4 Contains EST, STS, GSS, CpG island, complete sequence. //I. Oe-44 

:328:77//AL031584 

F-HEMBA1005921//Homo sapiens chromosome 17, clone hRPK. 112_H_10, complet 
e sequence. /yi.3e-4r: 431 :77//AC005666 - 
F-HEMBA1005931//Homo sapiens chromosome 12pl3.3 clone RPGI4-761J14, WORK 
ING DRAFT SEQUENCE, 60 unordered pieces.//!. le-29:394:70//AC006086 
F-HEMBA1005934//Homo sapiens PAC clone DJ1140G11 from 14q24.3, complete 
sequence . //8 . le-06 : 1 15 : 80//AC004974 

F-HEMBA1005962//RPCI 11-17015. TV RPCI-11 Homo sapiens genomic clone RPCI- 
11-17015, genomic survey sequence. //9.5e-36: 315 :84//B82821 
F-HEMBA1005963//HS_3055_A1_E08_MR GIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3055 Col=15 Row=I, genomic survey 
sequence. //9.3e-73: 372: 97//AQ147357 
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F-HEMBA1005990//Homo sapiens I-l receptor candidate protein mRNA, comple 
te cds . //I . 3e-149 : 697 : 99//AF082516 

F-HEHBAl 005991 //Plasmodium falciparum chromosome 2, section 45 of 73 of 
the complete sequence. //6.3e-07:423:60//AE001408 

F-HEMBA1005999//Homo sapiens chromosome 4 clone C0026P05 map 4P16, compl 
ete sequence . //3 . 8e-09 : 360 : 64//AC005599 
F-HEMBAl 006002 

F-HEMBA1006005//Homo sapiens MLL (MLL) gene, exons 1-3, and partial cds. 

//4 . 5e-83 : 495 : 90//AF036405 

F-HEMBA1006031 

F-HEMBAl 006035 

F-HEMBA1006036//Human (lambda) DNA for immunoglobl in light chain. //2.4e- 
59:652:74//D87009 

F-HEMBA1006042//Homo sapiens chromosome 10 clone CIT987SK-1057L21 map 10 
q25, complete sequence. //2. le-43:330:70//AC005386 

F-HEMBAl O06067//Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic 
sequence, WORKING DRAFT SEQUENCE, 8 unordered pieces. //O. 11:433:59//AC0 
04153 

F-HEMBA1006081 

F-HEMBA1006090//, complete sequence. //4.5e-l 39: 748: 92// AG005500 

F-HEHBA1006091//Homo sapiens gene encoding telethonin, exons 1 to 2, par 

t i a 1 . //0 . 0091 : 346 : 62//AJ01 1098 

F-HEMBA1006100//Homo sapiens chromosome 10 clone CIT987SK-1143A11 map 10 
q25, complete sequence. //2.8e-18: 180: 78//AC005880 

F-HEMBA1006108//Human DNA sequence from clone 889N15 on chromosome Xq22. 
1-22.3. Contains part of the gene for a novel protein similar to X. laev 
is Cortical Thymocyte. Marker CTX, the possibly alternatively spliced gen 
e for 26S Proteasome subunit p28 (Ankyrin repeat protein), a novel gene 
and exons 36 through 45 of the C0L4A6 for Collagen Alpha 6(IV). Contains 
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ESTs, STSs, GSSs and a putative CpG island, complete sequence. //O. 26: 84 

:71//AL031177 

F-HEMBA1006121//Human DNA sequence *** SEQUENCING IN PROGRESS **« from c 
lone 691N24, WORKING DRAFT SEQUENCE. //5.2e-18: 147 :87//AL031672 
F-HEMBA1006124//CIT-HSP-2355B17.TF CIT-HSP Homo sapiens genomic clone 23 
55B17, genomic survey sequence. //0.044:225:61//AQ058966 
F-HEMBA1006130//CIT-HSP-386A20.TF CIT-HSP Homo sapiens genomic clone 386 
A20, genomic survey sequence. //8.8e-07: 173 :69//B55085 

F-HEMBA1006138//Homo sapiens DNA sequence from PAC 454M7 on chromosome X 
q25-26.3. Contains the OCRLl gene for Lowe Oculocerebrorenal Syndrome pr 
otein OCRL-1. Contains ESTs, STSs and GSSs, complete sequence. //7.5e-22: 
164:75//AL022162 

F-HEMBA1006142//, complete sequence. //7.9e-125:586:99//AC005500 
F-HEMBA1006155//H. sapiens CpG island DNA genomic Msel fragment, clone 11 
gb6, forward read cpgll9b6.f tla.//1.0:85:72//Z64428 

F-HEMBA1006158//Homo sapiens transcription factor forkhead-1 ike 7 (FKHL7 
) gene, complete cds,//l. le-185:852:99//AF048693 

F-HEMBA1006173//str i atum enr i ched phosphatase=prote in-tyros ine-phosphata 
se [rat, striata, mRNA, 2815 nt] .//8.4e-50:642:73//S49400 
F-HEMBA1006i82/7Homo sapiens Chromosome 15q26:i PAC clone pDJI05il9, com 
plete sequence. //I. 4e-22:194:74//AC005318 
F-HEMBA1006198 

F-HEMBA1006235//Homo sapiens clone 24422 mRNA sequence. //2.6e-175: 836: 98 
//AF070557 

F-HEMBA1006248//Pinctada fucata mRNA for insoluble protein, complete cds 

. //8 . 2e-05 : 359 : 61//D86074 

F-HEMBA1006252//Human DNA sequence «** SEQUENCING IN PROGRESS *«* from c 
lone 531H16, WORKING DRAFT SEQUENCE. //O. 98: 397 :58//AL031664 
F-HEMBA1006253 
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F-HEMBA1006259//HS_2231_A1_D10_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Piate=2231 Col=19 Row=G, genomic survey 
sequence. //I .2e-ll :233:68//AQ152722 

F-HEMBA1006268//Homo sapiens Xp22-132-134 BAG GSHB-590J15 (Genome System 
s Human BAG library) complete sequence. //5.2e-27: 156: 85//AC004673 
F-HEMBA1006272//Human endogenous retrovirus gag mRNA.//8.1e-115:847:80// 
X72791 

F-HEMBA1006278//MUS musculus poly(A) polymerase VI mRNA, complete cds.// 

2.1e-57:865:70//U58134 
F-HEMBA1006283 

F-HEMBA1006284//Streptomyces fradiae tylactone synthase, starter module 
and modules 1-7, (tylG) gene, complete cds.//9.6e-06:623:60//U78289 
F-HEMBA1006291//HS_2208_A1_C03_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2208 Gol=5 Row=E, genomic survey s 
equence . //I . 2e-13: 105 : 92//AQ091804 

F-HEMBA1006293//Sequence 8 from patent US 5721351. //5.6e-77:580:75//I894 
15 

F-HEMBA1006309//Gaenorhabditis elegans cosmid F01F1.//1. le-21:420:63//Ul 
3070 

F-HEHBA1066310//Rattus nbrvegicus cytosolic sorting protein PAGS-la (PAG 
S-1) mRNA, complete cds. //6.8e-120:748:85//AF076183 

F-HEMBA1006.328//Homo sapiens fragile X mental retardation protein (FMR-1 
) gene (6 alternative splices), complete cds.//1.5e-46:485:73//L29074 
F-HEMBA1006334//HS-1051-B2-F01-MR.abi CIT Human Genomic Sperm Library G 
Homo sapiens genomic clone Plate=GT 773 Col=2 Row=L, genomic survey sequ 
ence. //O . 0032 :81 : 91//B40563 

F-HEMBA1006344//HS-1009-A2-B02-MF.abi CIT Human Genomic Sperm Library G 
Homo sapiens genomic clone Plate=GT 331 Co 1=4 Row=G, genomic survey sequ 
ence . //3 . 3e-09 : 2 18 : 66//B31420 
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F-HEMBA1006347//Drosophi la melanogaster males-absent on the first (mof) 
gene, complete cds.//1.6e-31:484:68//U71219 

F-HEMBA1006349//HS-1054-Al-G06-MR.abi CIT Human Genomic Sperm Library C 
Homo sapiens genomic clone Plate=CT 776 Co 1=11 Row=H, genomic survey seq 

uence . //5 . 4e-15 : 95 : 100//B41671 

F-HEMBA1006359//Human ZNF43 mRNA.//1.4e-115:823:81//X59244 
F-HEMBA1006364//Mouse mRNA for transforming growth factor-beta2.//2.7e-l 
0:247:71//X57413 

F-HEMBA1006377//MUS musculus chromosome 7, clone 19K5, complete sequence 
.//3.0e-57:401:81//AC002327 

F-HEMBA1006380//CIT-HSP-2172K18.TF CIT-HSP Homo sapiens genomic clone 21 
72K18, genomic survey sequence. //I. 3e-l 10: 525 :99//B92570 
F-HEMBA1006381//HS-1045-B2-F10-MF.abi CIT Human Genomic Sperm Library C 
Homo sapiens genomic clone Plate=CT 828 Col=20 Row=L, genomic survey seq 
uence . //4 . 4e-05 : 163 : 70//B37813 

F-HEMBA1006398//Homo sapiens 12q24.2 BAC RPCI11-360E11 (Roswell Park Can 
cer Institute Human BAC Library) complete sequence. //3.8e-62: 370 :86//AC0 
04806 

F-HEMBA1006416//Homo sapiens chromosome 5, PI clone 1041F10 (LBNL H88) , 
complete sequence. //3.7e-15:'l57:787/AC005l79 

F-HEMBA 10064 19//Human DNA sequence from clone 71L16 on chromosome Xpll. 
Contains a probable Zinc Finger protein (pseudo)gene, an unknown putativ 
e gene, a pseudogene with high similarity to part of antigen KI-67, a pu 
tative Chondroitin 6-Sulfotransf erase LIKE gene and a KIAA0267 LIKE puta 
tive Na(+)/H(+) exchanger protein gene. Contains a predicted CpG island, 
ESTs, STSs and GSSs and genomic markers DXS1003 and DXS1055, complete s 
equence . //I . 2e-39: 752 : 63//AL022165 

F-HEHBA1006421//Homo sapiens chromosome 14q24.3 clone BAC270M14 transfor 
ming growth factor-beta 3 (TGF-beta 3) gene, complete cds; and unknown g 
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enes.//2.4e-4l:438:76//AF107885 

F-HEMBA1006424//Human DNA sequence from clone 51J12 on chromosome 6q26-2 
7. Contains the 3' part of the alternatively spliced gene for the human 
orthologs of mouse QRI-7 and QKI-7B (KH Domain RNA Binding proteins) and 
zebrafish ZKQ-1 (Quaking protein homolog). Contains ESTs, STSs and GSSs 
, complete sequence. //O. 027: 293 :64//AL031781 

F-HEMBA1006426//Human DNA sequence «** SEQUENCING IN PROGRESS *** from c 
lone 292E10, WORKING DRAFT SEQUENCE. //I. 7e-50:310:80//Z93930 
F-HEMBA1006438//Liverwort Marchantia polymorpha chloroplast genome DNA./ 
/O. 051:440:59/7X04465 

F-HEMBA1006445//Felis catus ras p21 (H-ras) mRNA, partial cds.//1.0:238: 
59//U62088 

F-HEMBA1006446//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *«* 

from I1AL1P6, WORKING DRAFT SEQUENCE. //2.4e-05: 702: 58// AL031749 
F-HEHBA1006461//Homo sapiens chromosome 19, cosmid R30676, complete sequ 
ence . //8. 6e-55 : 409: 83//AC004560 

F-HEMBA1006467//Homo sapiens chromosome 17, clone hRPK.346_K_10, complet 
e sequence. //I. 0:293:59//AC006120 

F-HEMBA1006471//Plasmodium falciparum 3D7 chromosome 12 PFYAC1122 genomi 
c "sequence, "working' DRAFT SEQUENCE, 3 unordered pieces.//1.4e-05:731:59/ 
/AC004709 

F-HEMBA1006474//CIT-HSP-2017H3.TF CIT-HSP Homo sapiens genomic clone 201 
7H3, genomic survey sequence. //5.2e-60: 435 :83//B54247 

F-HEMBA1006483//Homo sapiens chromosome 5, BAG clone 8e5 (LBNL H167) , co 
mp 1 ete sequence .111. 9e-48: 286 : 84//AC004752 

F-HEMBA1006485//Homo sapiens BAG clone NH0044G14 from 7ql 1. 23-21. 1 , comp 
1 ete sequence. //O . 96 : 283 : 59//AC006031 

F-HEMBA1006486//Human DNA sequence from clone 353H6 on chromosome Xq25-2 
6.2. Contains the alternatively spliced SMARCAl gene for SWl/SNF related 
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, matrix associated, actin dependent regulator of chromatin, subfamily a 
, member 1 (SNF2L1) and a 40S Ribosomal Protein S26 pseudogene. Contains 
ESTs, STSs and GSSs, complete sequence. //I. 8e-14:259:67//AL022577 
F-HEMBA1006489//Human DNA sequence «*« SEQUENCING IN PROGRESS ««* from c 
lone 467K16, WORKING DRAFT SEQUENCE. //6.6e-l 1:595: 61 //AL031283 
F-HEMBA1006492//Homo sapiens chromosome 17, clone hRPK.269_G_24, complet 
e sequence . / /6 . Oe- 1 22 : 337 : 1 00/ /AC005828 

F-HEM6A1006494//Homo sapiens chromosome 7qtelo BAG E3, complete sequence 

. //3 . 8e-23 : 459 : 68//AF0931 17 

F-HEMBA1006497//HS_3023_B2_H03_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3023 Co 1=6 Row=P, genomic survey s 
equence . //2 . 3e-81 : 433 : 95//AQ093846 

F-HEMBA1006502//H. sapiens 7SL repeat (clones 2-19b) .//1.6e-13:86:87//X62 
364 

F-HEMBA1006507//Homo sapiens mRNA. f or KIAA0666 protein, partial cds.//2. 
3e-139 : 470 : 98//AB014566 

F-HEMBA1006521//Human BAG clone RG167B05 from7q21, complete sequence.// 
4 . 3e-27 : 406 : 71//AC003991 

F-HEMBA1006530//Human DNA sequence ««« SEQUENCING IN PROGRESS *«» from c 
lone 1018012, WORKING DRAFT SEQUENCE. //2.9e-27: 408: 65// AL031650 - 
F-HEMBA1006535//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *»* 

from MAL4P1, WORKING DRAFT SEQUENCE. //O. 028: 599 :60//AL034557 
F-HEMBA1006540//Homo sapiens multi PDZ domain protein MUPPl (MUPPl) mRNA 
, complete cds.//1.4e-171:654:98//AF093419 

F-HEMBA1006546//Human DNA sequence from cosmid 232L22, between markers D 
XS366 and DXS87 on chromosome X contains ESTs glycerol kinase pseudogene 
. //3 . 8e-104 : 81 1 : 80//Z73986 

F-HEMBA1006559//MUS musculus PRAJAl (Prajal) mRNA, complete cds.//4.8e-9 
9:386:82//U06944 
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F-HEMBA1006562//Human f ructose-1 ,6-biphosphatase (FBPl) gene, exon 1.//0 
.012:322:60//U21925 

F-HEMBA1006566//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomi 
c sequence, WORKING DRAFT SEQUENCE, 3 unordered pieces.//0.0026:580:58// 

AC005504 

F-HEMBA1006569//Ovis aries beta actin mRNA, complete cds.//6.3e-08:231:7 
0//U39357 

F-HEMBA1006579//CIT-HSP-2380A22.TR CIT-HSP Homo sapiens genomic clone 23 
80A22, genomic survey sequence. //0.036:250:62//AQ197107 
F-HEMBA1006583//Mycobacterium tuberculosis H37Rv complete genome; segmen 
t 143/162. //I. 0: 225 :63//AL021841 

F-HEMBA1006595//Human DNA sequence *** SEQUENCING IN PROGRESS *«« from c 
lone 30A23, WORKING DRAFT SEQUENCE. //3.6e-50:689:69//AL022156 
F-HEMBA1006597//Homo sapiens Chromosome 7 BAC Clone 239cl0, WORKING DRAF 
T SEQUENCE, 9 unordered pieces. //I. 9e-42:253:84//AC004166 
F-HEMBA1006612//RPCI11-88F20.TJ RPCIll Homo sapiens genomic clone R-88F2 
0, genomic survey sequence.//!. le-51: 266: 98//AQ286726 

F-HEMBA1006617//HS_2193_B2_H07_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2193 Co 1=14 Row=P, genomic survey 
sequence . //I. ie-59 : 413 : 85//AQ299685" 

F-HEMBA1006624//Human DNA sequence from clone 406A7 on chromosome 6q23-2 
4. Contains three pseudogenes similar to Elongation Factor 1-Alpha (EF-1 
-ALPHA, Statin SI), 60S Acidic Ribosomal Protein PI and NADH-Ubi qui none 
Oxidoreductase 15 kDa subunit, and part of the Microtuble Associated Pro 
tein E-MAP-115 gene. Contains ESTs, STSs and GSSs, complete sequence.//! 
. 4e-35 : 257 : 89// AL023284 

F-HEMBA1006631//Homo sapiens Chromosome llq23 PAC clone pDJ356d6, comple 
te sequence . //9 . 6e-l 12 : 800 : 83//AC002036 

F-HEMBA1006635//Plasmodium falciparum DNA **« SEQUENCING IN PROGRESS **« 
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from MAL1P2, WORKING DRAFT SEQUENCE. //O. 15:393:58//AL031745 
F-HEMBA1006639//Petromyzon marinus polyadenylate binding protein (PABP) 
mRNA, complete cds.//9.6e-15:318:68//AF032896 

F-HEMBA1006643//Homo sapiens clone DJ0902E20,. WORKING DRAFT SEQUENCE, 1 
unordered pieces. //0.58:254:65//AC006148 

F-HEMBA1006648//MUS musculus integrin binding protein kinase mRNA, compi 
ete cds.//1.5e-37:108:88//U94479 

F-HEMBA1006652//Homo sapiens chromosome 5, BAC clone 343gl6 (LBNL H180) , 

comp 1 ete sequence . // 1 . 3e- 154 : 67 1 : 96// AC00560 1 
F-HEMBA1006653 

F-HEMBA1006659//Homo sapiens PAC clone DJ0905J08 from 7pl2-pl4, complete 

sequence . //5 . 2e-l 10 : 254 : 93//AC005189 
F-HEMBA1006665//Homo sapiens Xp22 BAC GSHB-590J6 (Genome Systems Human B 
AC library) complete sequence. //I. 4e-14:l77:76//AC004554 
F-HEMBA1006674//Homo sapiens mRNA for nucleolar protein hNop56.//5.5e-15 
:122:90//Y12065 

F-HEMBA1006676//Homo sapiens chromosome 19, fosmid 37502, complete seque 
nee . //O . 098: 218: 63//AC004755 

F-HEMBA1006682//Human DNA sequence **« SEQUENCING IN PROGRESS **« from c 
lone 668J24, WORKING DRAFT SEQUENCE. //I. 4e-05: 719: 57/7 AL034346 
F-HEMBA1006695//Homo sapiens clone DJ0935K16, complete sequence. //3. le-2 
2:151:78//AC006011 

F-HEMBA1006698//CITBI-E1-2522D16.TF CITBI-El Homo sapiens genomic clone 
2522D16, genomic survey sequence. //5.6e-17: 324 :66//AQ280738 
F-HEMBA1006708 
F-HEMBA1006709 

F-HEMBA1006717//Homo sapiens clone GS308H05, WORKING DRAFT SEQUENCE, 6 u 
nor dered p i eces . //3 . 3e-08 : 136 : 79//AC005537 

F-HEMBA1006737//Homo sapiens chromosome 17, clone hRPK.269_G_24, complet 
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e sequence. //5.8e-162: 497 :98//AC005828 

F-HEMBA1006744//Homo sapiens Chromosome llpl4.3 PAC clone pDJ1034g4, com 
plete sequence. //7.4e-48: 320: 87// AC004796 

F-HEMBA1006754//Human DNA sequence from PAC 82J11 and cosmid U134E6 on c 
hromosome Xq22. Contains NIK like and Thyroxin-binding globulin precurso 
r (T4-binding globulin, TBG) genes, ESTs and STSs.//4.1e-129:804:85//Z83 
850 

F-HEMBA1006758//Homo sapiens chromosome 5, BAG clone 182a8 (LBNL H161) , 
comp 1 ete sequence . //2 . 2e-162 : 766 : 99//AC005752 

F-HEMBA1006767//Human Xq28 cosmid U247A3 from LLOXNCOl X chromosome libr 
ary, complete sequence. //I. 2e-19:326:69//U73465 

F-HEMBA1006779//Human DNA sequence from clone 80119 on chromosome 6p21.3 
1-22.2 Contains genes and pseudogenes for olfactory receptor-like protei 
ns, STS, CSS, complete sequence. //I. 4e-103:355:87//AL022727 
F-HEMBA1006780//CIT-HSP-2359P7.TR CIT-HSP Homo sapiens genomic clone 235 
9P7, genomic survey sequence. //O. 072: 147 :68//AQ077208 
F-HEMBA1006789//nbxb0037I13r CUGI Rice BAG Library Oryza sativa genomic 
clone-nbxb0037I13r, genomic survey sequence. //O. 00011 : 288:63//AQ290474 
F-HEMBA1006795//GIT-HSP-2307E3.TF CIT-HSP Homo sapiens genomic clone 230 
7E3 , genom i c survey sequence . //5 . 1 e-80 : 420 : 96//AQ020511 
F-HEMBA1006796//Human clone 23803 mRNA, partial cds.//4.5e-06:202:68//U7 
9298 

F-HEMBA1006807//Homo sapiens mRNA for SPOP.//1.2e-66:651:73//AJ000644 
F-HEMBAl 006821 //Homo sapiens chromosome 17, clone hRPG.62_0_9, complete 
sequence . //6 . Oe-1 16 : 541 : 99//AC004797 

F-HEMBA1006824//Homo sapiens chromosome 19, cosmid R29368, complete sequ 
ence . //O . 40 : 159: 66//AG004262 

F-HEMBA1006832//Homo sapiens (subclone 3_g8 from PI H25) DNA sequence, c 
omplete sequence. //I. 8e-24: 323 :71//AC002196 
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F-HEMBA1006849//Homo sapiens genomic DNA of 9q32 anti-oncogene of flat e 
pitherium cancer , segment 4/10.//0. 15:403:60//AB020872 
F-HEHBA1006865//Plasmodium falciparum chromosome 2, section 6 of 73 of t 
he complete sequence. //0.20:472:57//AE001369 

F-HEMBA1006877//MUS musculus clone 0ST9241, genomic survey sequence. //3. 
4e-79:641:76//AF046757 

F-HEMBA1006885//HS_2208_B2_G06_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2208 Col=12 Row=N, genomic survey 
sequence. //4 . 9e-18 : 206 : 76//AQ089246 

F-HEMBA1006900//Human DNA sequence from clone 496N17 on chromosome 6pll. 
2-12.3 Contains EST, CSS, complete sequence. //5.4e-07:298:65//AL031321 
F-HEMBA1006914//S.pombe chromosome II cosmid cl6H5. //O. 00040: 194: 66//AL0 
22104 

F-HEMBAl 006921 //Homo sapiens BAG clone GS114I09 from 7pl4-pl5, complete 
sequence. //I . le-174: 813: 99//AC006027 

F-HEMBA1006926//Caenorhabditis elegans cosmid ZK185.//0. 0075: 183 :65//AF0 
36704 

F-HEMBA1006929//P. falciparum complete gene map of plastid-like DNA (IR-A 
) .//4.0e-06:739:57//X95275 

F-HEMBA10D6936 ' " " " • " 

F-HEMBA1006938/ /Plasmodium falciparum DNA «** SEQUENCING IN PROGRESS «*« 
. from MAL1P4, WORKING DRAFT SEQUENCE. //I. le-05: 733: 57//AL031747 
F-HEHBA1006941//Homo sapiens mRNA for putative thioredoxin-1 ike protein. 
// 1 . 3e-90 : 437 : 98//A JO 1 0841 

F-HEMBA1006949//Human DNA sequence from PAC 363L9 on chromosome X. conta 
ins STS and polymorphic CA repeat. //0.67:217:62//Z82205 
F-HEMBA1006973//Homo sapiens rab3-GAP regulatory domain mRNA, complete c 
ds . //5 . 6e-143 : 740 : 94// AF004828 

F-HEMBA1006976//CDNA encoding alpha 2 to 3 sialyltransferase.//2.8e-101: 
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338:89//E06058 

F-HEMBA1006993//Hoino sapiens BAG clone BK085E05 from 22ql2.1-qter, compl 
ete sequence. //7.1e-31:536:66//AC003071 

F-HEMBA1006996//Human DNA sequence from clone J428A131, WORKING DRAFT SE 

QUENCE . //9 . 5e-07 : 285 : 60//Z82209 

F-HEMBA1007002//Genomic sequence for Arabidopsis thaliana BAG F20N2, com 
p 1 ete sequence . //O . 99 : 388 : 58//AC002328 

F-HEMBA1007017//Sequence 3 from Patent W09416067.//0.96:220:62//A39358 
F-HEMBA1007018//G.gallus mRNA for dynein light chain-A.//l .3e-124:838:83 
//X79088 
F-HEMBA1007045 

F-HEMBA1007051//Caenorhabditis elegans cosmid Y57G11C, complete sequence 

.//0.17:343:60//Z99281 

F-HEMBA1007052//Homo sapiens FSHD-associated repeat DNA, proximal region 
, //4 . 3e-67 : 659 : 74//U85056 

F-HEMBA1007062//Tubul in gene. //I . 0: 113: 67//A18572 

F-HEMBA1007066//HS_3116_A2_A03_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3116 Col=6 Row=A, genomic survey s 
equence . //O . 80 : 2 14 : 62//AQ140467 

F-HEMBA1007073//Homo' sapiens 12ql3 PAC RPCIl-316M24 (Roswell Park Cancer 
Institute Human PAC library) complete sequence. //9.3e-54: 519 :68//AC0042 
42 

F-HEMBA1007078//CIT-HSP-2318N6.TF CIT-HSP Homo sapiens genomic clone 231 
8N6, genomic survey sequence. //8.7e-80: 387: 98/ /AQ044076 
F-HEMBA 1007080 

F-HEMBA1007085//Streptomyces coelicolor cosmid 7Al.//3.5e-06:496:59//AL0 
34447 

F-HEMBA1007087//Plasmodium falciparum MAL3P6, complete sequence. //7.4e-0 
7:553:56//Z98551 
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F-HEMBA1007112//HS_2171_A1_B01_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2171 Col=l Roi«=C, genomic survey s 
equence. //I . 0 : 172 : 61//AQ091865 

F-HEMBA1007113//Human DNA sequence from clone 1044017 on chromosome Xpll 
.3-11.4 Contains GSS and STS, complete sequence. //O. 54: 502 :56//AL023875 
. F-HEMBA1007121//Caenorhabditis elegans cosmid ZK430.//1.4e-08:265:64//U4 
2833 

F-HEMBA1007129//CITBI-E1-2504A5.TF CITBI-El Homo sapiens genomic clone 2 
504A5, genomic survey sequence. //0.97:267:62//AQ264035 
F-HEMBA1007147//HS_3208_A2_C04_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3208 Col=8 Row=E, genomic survey s 
equence . //9 . 1 e-90 : 466 : 95// AQ176696 

F-HEMBA1007149//Homo sapiens chromosome 19, cosmid F23149, complete sequ 
ence.//6.0e-138:524:98//AC005239 

F-HEMBA1007151//CITBI-E1-2522H6.TF CITBI-El Homo sapiens genomic clone 2 
522H6, genomic survey sequence. //2.0e-20: 157: 87//AQ280780 
F-HEMBA1007174//Homo sapiens epsin 2a mRNA, complete cds.//2.0e-62:318:9 

7//AF062085 

F-HEMBA1007178//Homo sapiens chromosome 12pl3.3 clone RPCI11-372B4, WORK 

— ING- DRAFT SEQUENCE,- 129-ordered p ieces. //I T6e^21 : 205 : 80/-/AC00591 1 " 

F-HEMBA1007194//HS_3124_B2_H08_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3124 Col=16 Row=P, genomic survey 
sequence . //I . 3e-l 1 : 87 : 96//AQ187492 

F-HEMBA1007203//Homo sapiens mRNA for KIAA0214 protein, complete cds.//l 
. 7e-156 : 478 : 98//D86987 

F-HEMBA1007206//Homo sapiens chromosome 17, clone HRPC837J1, complete se 
quence . //O . 024 : 342 : 63// AC004223 

F-HEMBA1007224//Homo sapiens mRNA for KIAA0797 protein, partial cds.//5. 
Oe-176 : 839 : 98//AB018340 
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F-HEMBA1007243//Chinese hamster hprt mRNA, complete cds.//4.3e-58:687:68 
//J00060 

F-HEMBA1007251//Rabbit troponin T messenger fragment (aa 49 to 129). //O. 
084:177:62//V00899 

F-HEMBA1007256//Human DNA sequence *«« SEQUENCING IN PROGRESS *** from c 
lone 328E19, WORKING DRAFT SEQUENCE. //1.3e-75: 490 :88//AL022240 
F-HEMBA1007267//HS_3218_A1_F07_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3218 Col=13 Roiv=K, genomic survey 
sequence. //2 . 9e-62: 393 : 87//AQ181 128 

F-HEMBA1007273//CIT-HSP-2171B10.TF CIT-HSP Homo sapiens genomic clone 21 
71B10, genomic survey sequence. //I. le-63:314:99//B95401 
F-HEMBA1007279//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-116A10, 
comp 1 e t e sequence . //3 . 1 e-31 : 40 1 : 72//AC004638 

F-HEMBA1007281//HS_3115_A1_A11_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3115 Col=21 Row=A, genomic survey 
sequence . //5 . Oe-70 : 372 : 96//AQ186691 

F-HEMBA1007288//Human DNA sequence from clone 422G23 on chromosome 6q24 
Contains EST, STS, GSS, CpG island, complete sequence. //1.2e-152: 727: 98/ 
/AL031003 

F-HEMBA1007300//Ganis familiar is PDE5 mRNA for 3' ,5' -^Gycllc GMP Phosphod 
iesterase, complete cds,//2. le-21:542:63//AB008467 

F-HEMBA1007301//COLlAl=type I collagen pro alpha 1(1) chain propeptide { 
3' region} [human, fetal cells 86-237, 86-146, 88-251, mRNA Partial Muta 
nt, 855 nt] .//1.7e-08:388:61//S64596 

F-HEMBA1007319//Genomic sequence from Nouse 9, complete sequence. //6.0e- 

84:390:75//AC000399 
F-HEMBA1007320 

F-HEMBA1007322//Homo sapiens BAC clone RG118E13 from 7pl5-p21, complete 
sequence. //O . 091 : 260 : 64//AC004485 
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F-HEMBA1007327//Plasmodiuni falciparum 3D7 chromosome 12 PFYACB8-420 geno 
mic sequence, WORKING DRAFT SEQUENCE, 14 unordered pieces. //O. 12:472:59/ 
/AC005140 

F-HEMBA1007341//Homo sapiens chromosome 17, clone hRPK.346_K_10, complet 
e sequence. //I. 5e-18: 408: 64//AC006120 

F-HEMBA1007342//Homo sapiens clone DJ1136G02, WORKING DRAFT SEQUENCE, 4 
unordered pieces.//8.7e-25:500:62//AC005377 

F-HEMBA1007347//Homo sapiens chromosome 5, BAC clone 7gl2 (LBNL H126) , c 
omplete sequence. //0.75:269:61//AC005738 

F-HEMBB1000005//Homo sapiens chromosome Y, clone 264, M, 20, complete sequ 
ence. //5 . Oe-05 : 441 : 60//AC004617 

F-HEMBB1000008//Homo sapiens BAC clone RG139P11 from 7qll-q21, complete 
sequence .// 1 . Oe-44 : 417 : 77//AC004491 

F-HEMBB1000018//HS_2179_B2_E04_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2179 Col=8 Row^J, genomic survey s 
equence . //O . 01 2 : 87 : 77//AQ023250 

F-HEMBB1000024//Human DNA sequence from PAC 106120 on chromosome 22ql2-q 
ter contains NADH pseudogene, ESTs, STS. //8. le-ll:461 :61//Z81369 
F-HEMBB1000025//CIT-HSP-2348F3.TR CIT-HSP Homo sapiens genomic clone 234 
- 8F3 ,- genomic survey sequence. //0 . 96 : 198 : 62//AQ062938 
F-HEMBB1000030//Homo sapiens DNA sequence from PAC 32F7 on chromosome X. 

Contains NUCLEOSOME ASSEMBLY PROTEIN 1-LIKE 3, ESTs.//0.00049:276:64//A 
L009173 

F-HEHBB1000036//H. sapiens chromosome 22 CpG island DNA genomic Hsel frag 
ment, clone 302e2, reverse read 302e2.r.//0.0057:66:81//Z79857 
F-HEMBB1000037//Homo sapiens erythroblast macrophage protein EMP mRNA, c 
omp lete cds . //I . 9e-100 : 450 : 98//AF084928 

F-HEMBB1000039//HS_2167_B1_F12_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2167 Co 1=23 Roh=L, genomic survey 
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sequence . //O . 022 : 1 08 : 69// AQ092404 

F-HEMBB1000044//Bprrel ia burgdorferi (section 50 of 70) of the complete 
genome . // 1 . Oe-07 : 486 : 6 1 //AEOOl 164 

F-HEMBB1000048//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 geno 
mic sequence, WORKING DRAFT SEQUENCE, 9 unordered pieces. //5.3e-05: 585: 5 
8//AC005507 

F-HEMBB1000050//Homo sapiens DNA sequence from clone 501N12 on chromosom 
e 6p22. 1-22.3 Contains a gene almost identical to four genes of unknown 
function, a pseudogene, three (pseudo?) genes similar to genes of unknow 
n function, an unknown gene similar to a rat EST, a PX19 LIRE pseudogene 
and another unknown gene. Contains ESTs, STSs and GSSs, complete sequen 
ce . //5 . 8e-38 : 549 : 67// AL022 170 

F-HEMBB1000054//Homo sapiens Xp22 PAC RPCI1-167A22 (from Roswell Park Ca 
ncer Center) complete sequence. //7.0e-98: 328 :83//AC002349 
F-HEMBB1000055//Homo sapiens genomic DNA for centromeric end of MHC clas 
s I region on chromosome 6, cosmid clone: TY2F10, WORKING DRAFT SEQUENCE 
. //3 . 7e-05 : 600 : 58//AB000880 

F-HEMBB1000059//Homo sapiens clone RG339C12, WORKING DRAFT SEQUENCE, 10 
unordered p i eces. //1 . 3e-48 : 472 : 78//AC005096 
F-HENBB1000083 . . - 

F-HEMBB1000089//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** 

from MALIPI, WORKING DRAFT SEQUENCE. //O. 0036: 679 :56//AL031744 
F-HEMBB1000099//Homo sapiens chromosome 18 BAG RPCI11-128D14 (Roswell Pa 
rk Cancer Institute Human BAG Library) complete sequence. //I. le-15:312:6 
8//AC005909 

F-HEMBB1000103//Homo sapiens Xp22-150 BAG GSHB-309P15 (Genome Systems Hu 
man BAG Library) complete sequence. //I. Oe-37: 316 :74//AC006210 
F-HEMBB1000113//Homo sapiens chromosome 21q22.3 cosmid Q11H15, complete 
sequence . //3 . 1 e-25 : 259 : 76//AF045450 
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F-HEMBB1000119//Homo sapiens ASMTL gene.//1.2e-137:654:98//Y15521 
F-HEMBB1000136//Mycobacter ium tuberculosis H37Rv complete genome; segmen 
t 127/162. //0.59:217:66//Z74697 

F-HEI1BB1000141//Homo sapiens DNA from choromosome 19ql3.1 cosmid f 14121 
containing ATP4A and GADPH-2 genes, genomic sequence. //8. 4e-3l: 113:88//A 
D000090 

F-HEMBB1000144//Human BAG clone RG114A06 from 7q31, complete sequence.// 
4 . 4e-58 : 339 : 87// AC002542 

F-HEMBB1000173//Homo sapiens 12q24 BAG RPCI11-182P23 (Roswell Park Cance 
r Institute Human BAG library) complete sequence. //9.4e-160: 562 :93//AG00 
2996 

F-HEMBB1000175 

F-HEMBB1000198//HS_3071_A2_A10_MF GIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3071 Gol=20 Row=A, genomic survey 
sequence . //O . 99 : 26 1 : 6 1 / / AQ137388 

F-HEMBB1000215//Homo sapiens chromosome 17, clone hRPK.481_G_4, complete 

sequence. //6.7e-17: 138:86//AG005839 
F-HEMBB1000217//Arabidopsis thaliana ubiquitin activating enzyme (UBAl) 
gene, complete cds.//0. 00083: 287 :60//U80808 

F-HEMBB1000218//Caenorhabditis elegans cosmid C52A11, complete sequence. 
//0.90:337:56//Z46792 

F-HEMBB1000226//Human DNA sequence from cosmid RJ14 from a contig from t 
he tip of the short arm of chromosome 16, spanning 2Mb of 16pl3.3, Conta 
ins ESTs and CpG island.//! .7e-90: 175: 92//Z69890 

F-HEMBB1000240//Human G-prote in-coupled inwardly rectifying potassium ch 
annel (KCNJ3) gene, polymorphic repeat sequence. //O. 16: 171:62//U07918 
F-HEMBB1000244//Homo sapiens clone DJ1129E22, WORKING DRAFT SEQUENCE, 7 
unordered pieces. //4.8e-08:355:63//AC005522 

F-HEMBB1000250//Homo sapiens protein associated with Myc mRNA, complete 
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cds . //6 . 6e-155 : 735 : 98//AF075587 

F-HEMBB1000258//Human adenosine monophosphate deaminase 1 (AMPDl) gene, 
exons l-16.//0.58:396:59//M98818 

F-HEMBB1000264//Human clone C3 CHLl protein (CHLRl) mRNA, alternatively 
spliced, complete cds.//4.4e-32: 100: 100//U75968 

F-HEMBB1000266//Homo sapiens Xp22 BAG GSHB-433024 (Genome Systems Human 
BAG library) complete sequence. //3.8e-16: 176 :78//AC004470 
F-HEMBB1000272//Plasmodium falciparum chromosome 2, section 6 of 73 of t 
he complete sequence. //O. Oil :379:58//AE001369 

F-HEMBB1000274//Arabidopsis tha liana DNA chromosome 4, BAG clone T5K18 ( 
ESSAII project). //0.92:272:61//AL022580 

F-HEMBB1000284//Human Xp22 BAG CT-285I15 (from GalTech/Research Genetics 
) , FAG RPCI1-27C22 (from Roswell Park Gancer Genter) , and Gosmid U35B5 
(from Lawrence Livermore) , complete sequence. //O. 00071: 568: 57//AG002366 
F-HEMBB 1000307/ /Human DNA sequence from PAG 29K1 on chromosome 6p21.3-22 
.2. Gontains glutathione peroxidase-1 ike; zinc finger, ESTs, mRNA, STS, 
tRNAs, olfactory receptor pseudogene.//3.0e-13:439:65//Z98745 
F-HEMBB1000312//Homo sapiens clone GS051M12, complete sequence. //O. 031: 2 
52:65//AG005007 

F-HEMBB10003i7//Fugu rubripes GSS sequence, clone 060 J22aE10, genomic su 
rvey sequence. //O . 00033: 173: 65//AL026242 

F-HEMBB1000318//HS_3244_B2_H10_T7 GIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3244 Gol=20 Row=P, genomic survey 
sequence . //3 . 9e-85 : 438 : 95// AQ25295 1 

F-HEMBB1000335//Homo sapiens chromosome 18, clone hRPK . 24_A_23 , complete 

sequence . //O . 63: 285 : 61//AG005968 
F-HEMBB1000336 

F-HEMBB1000337//Homo sapiens chromosome 4 clone B208G5 map 4q25, complet 
e sequence. //O . 0014 : 309: 64//AG004051 
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F-HEMBB1000338//HS_3108_A2_F07_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3108 Col=14 Row=K, genomic survey 
sequence . //3 . 8e-09 : 331 : 63//AQ140356 

F-HEMBB1000339//Homo sapiens 12q24 PAC RPCI1-46F2 (Roswell Park Cancer I 
nstitute Human PAC library) complete sequence. //I. 2e-52:295:77//AC002351 
F-HEMBB1000341 

F-HEMBB1000343//Plasmodium falciparum MAL3P3, complete sequence. //O. 0008 
l:397:61//Z98547 

F-HEMBB1000354//Human DNA sequence from clone 192P9 on chromosome Xpll.2 
3-11.4. Contains a pseudogene similar to rat Plasmolipin, ESTs and GSSs, 

complete sequence. //9. le-34: 596: 66//AL020989 
F-HEMBB1000369//Genomic sequence from Human 17, complete sequence. //O. 01 

2:298:60//AC002090 

F-HEMBB1000374//Human Xp22 contig of 3 PACS (R7-39D12, R7-134G1, R7-185L 
21) from the Roswell Park Cancer Institute, complete sequence. //9.3e-69: 
294:89//U96409 

F-HEMBB1000376//Human DNA sequence from clone 751H9 on chromosome 6ql3. 
Contains part of an unknown gene, ESTs, STSs and GSSs, complete sequence 
. //3 . 5e-54 : 352 : 88//AL034377 
- F-HEMBB1000391//Trichotheciumroseum internal transcribed spacer 1, 5.8S 
ribosomal RNA gene; and internal transcribed spacer 2, complete sequenc 
e.//0.011:168:67//U51982 

F-HEMBB1000399//Homo sapiens Radl7-like protein (RAD17) mRNA, complete c 
ds . //2 . 6e-163 : 762 : 98// AF076838 

F-HEMBB1000402//Homo sapiens Xq28 BAC PAC and cosmid clones containing F 
MR2 gene exons 1,2, and 3, complete sequence. //7.7e-15: 466: 63//AC002368 
F-HEMBB1000404//Homo sapiens mRNA for myosin-IXA.//3.5e-65:324:98//AJ001 
714 

F-HEMBB1000420//244Kb Contig from Human Chromsome llplS.S spanning DllSl 
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through D11S25, complete sequence. //0.013:399:62//AC001228 
F-HEMBB1000434//Homo sapiens PAC clone 278C19 from 12q, complete sequenc 
e. //6 . le-83 : 571 : 84//AC004263 

F-HEMBB1000438//RPCI11-21E14.TP RPCI-11 Homo sapiens genomic clone RPCI- 
11-21E14, genomic survey sequence. //O. 0030: 295 :63//B831 10 
F-HEMBB1000441//Homo sapiens Chromosome 22ql2 Cosmid Clone 1147gll, comp 
lete sequence. //2 . 5e-33: 372 : 72//AC000035 

F-HEMBB1000449//Human DNA sequence from PAC 296K21 on chromosome X conta 
ins cytokeratin exon, del ta-aminolevul inate synthase (erythroid); 5-amin 
olevulinic acid synthase. (EC 2.3.1.37). 6-phosphof ructo-2-kinase/fructos 
e-2,6-bisphosphatase (EC 2.7.1.105, EC 3.1.3.46), ESTs and STS.//1.3e-51 
:534:72//Z83821 

F-HEMBB1000455//Saccharomyces cerevisiae mitochondrion origin of replica 
tion (oris) and olil gene, complete cds.//0.016:522:58//L36899 
F-HEMBB1000472 
F-HEMBBl 000480 

F-HEMBB1000487//Human DNA sequence **« SEQUENCING IN PROGRESS »** from c 
lone 12803, WORKING DRAFT SEQUENCE. //O. 00013: 314 :64//Z98742 
F-HEMBB1000490//Human DNA sequence ««« SEQUENCING IN PROGRESS «*« from c 
lone 1185N5, WORKING DRAFT SEQUENCE. //4vle-l 10: 529 r98//AL034423- ' 
F-HEMBB1000491//Plasmodium falciparum chromosome 2, section 25 of 73 of 
the complete sequence. //O. 10: 187:65//AE001388 

F-HEMBB1000493//Human DNA sequence from clone 353H6 on chromosome Xq25-2 
6.2. Contains the alternatively spliced SMARCAl gene for SWl/SNF related 
, matrix associated, actin dependent regulator of chromatin, subfamily a 
, member 1 (SNF2L1) and a 40S Ribosomal Protein S26 pseudogene. Contains 

ESTs, STSs and GSSs, complete sequence. //3.7e-06: 637 :58//AL022577 
F-HEMBB1000510//Homo sapiens chromosome 17, clone hRPK. 112_J_9, complete 

sequence . //3 . 1 e-96 : 737 : 81//AC005553 
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F-HEMBB1000518//Homo Sapiens Chromosome X clone bWXDlTl, WORKING DRAFT S 
EQUENCE, 1 ordered pieces. //O. 00014: 163:68//AC004676 

F-HEMBB1000523//PlasmodiuiD falciparum DNA *** SEQUENCING IN PROGRESS *** 
from contig 3-105, complete sequence. //O. 41: 349: 56//AL010212 

F-HEMBB1000530//H. sapiens mRNA for extracellular matrix protein collagen 
type XIV, C-terminus.//6.6e-37:138:96//Y11710 

F-HEMBB1000550//Homo sapiens genomic DNA of 8p21.3-p22 anti-oncogene of 

hepatocellular colorectal and non-small cell lung cancer , segment 3/11. 

//3 . 9e-56 : 683: 71//AB020860 

F-HEMBB1000554//Homo sapiens «** SEQUENCING IN PROGRESS *»*, WORKING DRA 
FT SEQUENCE. //2.2e-51:282:84//AJ011929 

F-HEMBB1000556//Homo sapiens mRNA for KIAA0750 protein, complete cds.//6 

. 1 e-32 : 537 : 65//AB018293 
F-HEMBBl 000564 

F-HEMBB1000573//Homo sapiens clone RG228D17, WORKING DRAFT SEQUENCE, 2 u 
nor der ed p i eces . //8 . 2e-33 : 268 : 73//AC005077 

F-HEMBB1000575//Human DNA sequence from clone 323M22 on chromosome 22ql3 
.1-13.2. Contains the 5' part of the human ortholog of chicken P52 and m 
ouse H74, and a novel gene coding for a protein similar to KIAA0173 and 
worm Tubulin Tyrosine Ligase, Contains ESTS, STSs, GSSs, genomic markier 
.D22S418 and putative CpG islands, complete sequence. //5.8e-47: 734 :66//AL 
022476 

F-HEMBB1000586//H. sapiens highly polymorphic microsatel 1 ite DNA. //O. 030: 
147:67/7X79883 

F-HEMBBl O00589//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-279B10, 
comp 1 ete sequence , //6 . 3e-41 : 278: 83//AC002300 

F-HEMBB1000591//Homo sapiens Xp22 bins 45-47 BAC GSHB-665N22 (Genome Sys 
tems Human BAC Library) complete sequence. //I. le-182: 871: 98//AC005184 
F-HEMBB1000592//Hepatitis C virus genomic RNA, 3' nonstranslated region. 
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partial sequence, clone #19.//0.012:185:64//AF009074 
F-HEMBB1000593//Homo sapiens chromosome 7q22 sequence, complete sequence 
. //I . 2e-131 : 353 : 93//AF053356 

F-HEf!BB1000598//Homo sapiens 12pl3.3 BAC RPCI3-488H23 (Roswell Park Cane 
er Institute Human BAC Library) complete sequence. //9. le-58: 600: 72// ACOO 
6207 

F-HEMBB1000623//CDNA encoding Coliolus manganese peroxidase.//0.89:284:6 
2//E12284 

F-HEMBB1000630//MUS musculus clone NSAT47 nonsatellite RNA sequence.//!. 
9e-15:129:87//U26231 

F-HEMBB1000631//Sequence 26 from patent US 5708157. //3. 2e-27: 180:88//I80 
057 

F-HEMBB1000632//Human mRNA.for KIAA0351 gene, complete cds.//1.6e-48:811 
:65//AB002349 

F-HEMBB1000637//Homo sapiens clone DJ0425I02, WORKING DRAFT SEQUENCE, 5 
unordered pieces. //4.1e-58:649:73//AC005478 

F-HEMBB1000638//HS_3051_A1_G01_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3051 Co 1=1 Row=M, genomic survey s 
equence. //O . 0032 : 497 : 56//AQ155234 

F-HEMBB1000643//Homo sapiens clone ;RG228D17, WORKING DRAFT SEQUENCE, 2 U 
nor der ed p i eces J/2. 4e-50 : 791 : 68//AC005077 

F-HEMBB1000649//Homo sapiens Chromosome 16 BAC clone CIT987-SK502C10 , co 
mp 1 ete sequence . //5 . 2e-64 : 775 : 69//AC003009 

F-HEMBB1000652//Homo sapiens chromosome 10 clone CRI-JC2048 map 10q22.1, 

WORKING DRAFT SEQUENCE, 4 unordered pieces. //2.7e-52: 334 :89//AC006186 
F-HEMBB1000665//Human DNA sequence from clone 452M16 on chromosome Xq21. 
1-21.33 Contains capping protein alpha subunit isoform 1 pseudogene, STS 
, GSS, and CA repeat, complete sequence. //O. 0062: 426 :60//AL024493 
F-HEMBB1000671//Human DNA sequence from PAC 93H18 on chromosome 6 contai 
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ns ESTs heterochromatin protein HPlHs-gamma pseudogene, STS and CpG is la 
nd . //9 . 6e-95 : 399 : 78/ /Z84488 

F-HEMBB1000673//HSL3039_A2_C08_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3039 CoI=16 Row=E, genomic survey 
sequence . //3 . 8e-50 : 293 : 92//AQ155121 

F-HEMBB1000684//Human DNA sequence «** SEQUENCING IN PROGRESS *«« from c 
lone 222E13, WORKING DRAFT SEQUENCE. //8.0e-65:282:83//Z93241 
F-HEMBB1000693//Homo sapiens neuroanl mRNA, complete cds.//1.6e-118:575: 

97//AF040723 

F-HEMBB1000705//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 geno 
mic sequence, WORKING DRAFT SEQUENCE, 9 unordered pieces.//8.6e-07:251:6 
1//AC005507 

F-HEMBB1000706//Human DNA sequence *«* SEQUENCING IN PROGRESS ««« from c 
lone 153G14, WORKING DRAFT SEQUENCE. //2.9e-20: 434 :64//AL031 118 
F-HEMBB1000709//Human DNA sequence *«« SEQUENCING IN PROGRESS *** from c 
lone 994L9, WORKING DRAFT SEQUENCE. //O. 26: 184: 65//AL034554 
F-HEMBB1000725//Rattus norvegicus GTPase RabSb (RabSb) mRNA, complete cd 
s . //I . 8e-129 : 692 : 93//U53475 

F-HEMBB1000726//Human Chromosome 16 BAC clone CIT987SK-A-363E6, complete 

sequence . //2 . 7e-40: 304 :80//U91 321 
F-HEMBB1000738//Human Xq28 cosmids U126G1, U142F2, U69B6, U145C10, U169A 
5, U84H1, U24D12, U80A7, U153E6, L35485, and R7-163A8 containing idurona 
te 2-sulfatase gene and pseudogene, complete sequence. //8.9e-35: 582: 63// 
AFO 11889 

F-HEMBB1000749//Homo sapiens chromosome 11 clone CIT-HSP-1337H24, WORKIN 
G DRAFT SEQUENCE, 9 unordered pieces.//6.2e-46:262:89//AC005849 
F-HEMBB1000763//Human DNA sequence **« SEQUENCING IN PROGRESS *** from c 
lone 537K23, WORKING DRAFT SEQUENCE. //I. 6e-99:316:98//AL034405 
F-HEMBB1000770//Human DNA sequence from clone 80119 on chromosome 6p21.3 
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1-22.2 Contains genes and pseudogenes for olfactory receptor-like protei 
ns, STS, GSS, complete sequence. //O. 044: 325 :60//AL022727 
F-HEMBBl 000774 

F-HEMBB1000781//Sequence 3 from patent US 5753446. //I. 2e-92:599:86//AR00 

8277 

F-HEI1BB1000789//Homo sapiens mRNA for KIAA0677 protein, complete cds.//9 
. 3e-64 : 672 : 7 1 // ABO 14577 

F-HEMfiB1000790//Homo sapiens 12ql3.1 PAC RPCI1-228P16 (Roswell Park Cane 
er Institute Human PAC Library) complete sequence. //2.4e-41:460:74//AC0O 
4801 

F-HEMBB1000794//HS_3034_B2_D12_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3034 Col=24 Row=H, genomic survey 
sequence. //I .8e-74: 378: 97//AQ1 17099 

F-HEMBB1000807//H. sapiens CpG island DNA genomic Msel fragment, clone 39 
d7, reverse read cpg39d7.rtla.//8.5e-14:95:97//Z58412 

F-HEMBB1000810//H. sapiens chromosome 22 CpG island DNA' genomic Msel frag 
ment, clone 303a8, complete read.//3.2e-05: 138:71//Z79983 
F-HEMBB1000821//HS_2168_B1_A12_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2168 Col=23 Row=6, genomic survey 
sequence. //O. 85:208: 6G//AQ086361 - 

F-HEMBB1000822//Human BAG clone GS113H23 from 5pl5.2, complete sequence. 
//3 . Oe-06 : 361 : 60//AC0030 15 

F-HEMBB1000826//Human BAG clone RG180F08 from 7q31, complete sequence.// 
1 . le-27 : 360 : 69//AC002431 
F-HEMBBl 000827 
F-HEMBB1000831 

F-HEMBBl 000835//Human DNA sequence from clone 4514 on chromosome 6q24.1- 
24.3. Contains two putative unknown genes, ESTs, STSs and GSSs, complete 
sequence. //O. 00098: 234 :63//AL023581 
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F-HEMBB1000840//Human Chromosome 11 Cosmid cSRL97a6, complete sequence./ 
/4 . 5e-61 : 328 : 79//U73649 

F-HEHBB1000848//Homo sapiens DNA sequence from PAC 206D15 on chromosome 
lq24. Contains a Reduced Folate Carrier protein (RFC) LIKE gene, a mitoc 
hondrial ATP Synthetase protein 8 (ATP8, MTATP8) LIKE pseudogene, an unk 
nown gene and the last exon of the JEMl gene coding for the Basic-Leucin 
e Zipper nuclear factor JEM-1. Contains ESTs, an STS and a BAC end seque 
nee (CSS), complete sequence. //9.7e-144:809:87//AL021068 
F-HEMBB1000852//Plasmodiuin falciparum 3D7 chromosome 12 PFYAC293 genomic 
sequence, WORKING DRAFT SEQUENCE, 9 unordered pieces.//0. 12:492:58//AC0 
04157 

F-HEMBB1000870//Plasmodium falciparum 3D7 chromosome 12 PFYAC293 genomic 
sequence, WORKING DRAFT SEQUENCE, 9 unordered pieces. //0.0024:212:67//A 
C004157 

F-HEMBB1000876//Homo sapiens ELISC-1 mRNA, partial cds.//l,5e-32:200:94/ 
/AF085351 

F-HEMBB1000883//HS_3065_B2_C04_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3065 Co 1=8 Row=F, genomic survey s 
equence. //O. 0017: 152 :66//AQ137687 
F-HEMBB1000887 

F-HEMBB1000888//C IT-HSP-2329A10.tr CIT-HSP Homo sapiens genomic clone 23 
29A10, genomic survey sequence. //I. 5e-3l: 172: 98//AQ044369 
F-HEMBBl 000890 

F-HEMBB1000893//Plasmodium falciparum MAL3P2, complete sequence. //9.5e-0 
6:768:56//AL034558 

F-HEMBB1000908//Homo sapiens clone DJ1119N05, complete sequence. //4.5e-2 
l:199:82//AC004968 

F-HEMBB1000910//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** 
from MAL4P1, WORKING DRAFT- SEQUENCE. //O. 72: 366: 59//AL034557 
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F-HEMBB1000913//HS_3078_B1_C02_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3078 Co I =3 Row=F, genomic survey s 
equence. //9. 9e-12 : 221 : 63//AQ144507 

F-HEMBB1000915//Homo sapiens DNA for (CGG)n trinucleotide repeat region, 

isolate P4.//1.2e-49:252:99//AJ001215 
F-HEMBB1000917//Homo sapiens chromosome 5, PI clone 254fll (LBNL H62) , c 
omp 1 ete sequence . //2 . 3e-42 : 316 : 76//AC006077 

F-HEMBB1000927//Human BDR-2 mRNA for hippocalcin, complete cds.//3.6e-30 

:528:65//D16593 

F-HEMBB1000947//CpG0856B CpIOWAgDNAl Cryptosporidium parvum genomic, gen 
omic survey sequence. //O. 81: 262 :62//AQ254493 

F-HEMBB1000959//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 34606, WORKING DRAFT SEQUENCE. //I. 2e-43:454:75//Z84487 
F-HEMBB1000973//MUS musculus schlafen2 (Slfn2) mRNA, complete cds.//8.3e 
-42:458:72//AF099973 

F-HEMBB1000975//Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 

: MBK5, complete sequence. //O. 98: 196:63//AB005234 

F-HEMBB1000981 

F-HEMBB1000985//Homo sapiens chromosome 19, cosmid R29388, complete sequ 
ence . //2 .9e-06 : 566 : 57/7 AC004476 

F-HEMBB1000991//Human DNA sequence from PAC 238J17 on chromosome 6q22. C 
ontains EST and STS.//0.099:391:57//Z98753 

F-HEMBB1000996//Human DNA sequence from BAG 999D10 on chromosome 22ql3.3 
. Contains two BAG end-sequences (GSSs) .//6.2e-33:227:80//Z94802 
F-HEMBB1001004 

F-HEMBB1001008//Human Chromosome 16 BAG clone CIT987SK-A-951C11 , complet 
e sequence . //4 . Oe-13 : 164: 79// AC00255 1 

F-HEMBB1001011//Human Chromosome 16 BAG clone CIT987SK-A-635H12, complet 
e sequence . //7 . 5e-13 : 229: 69//AC002310 
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F-HEMBB1001014//Hoino sapiens chromosome 16, BAG clone 375G12 (LANL) , com 
p 1 ete sequence . //O . 32 : 474 : 58//AC005751 

F-HEMBB1001020//Homo sapiens BAG clone 255A7 from 8q21 containing NBSl g 
ene, complete sequence. //2.6e-39:218:80//AF069291 

F-HEMBB1001024//Homo sapiens BAG clone 393122 from 8q21, complete sequen 
ce . //5 . 3e-05 : 656 : 59//AF070717 

F-HEMBB1001037//GIT-HSP-2358K16.TF GIT-HSP Homo sapiens genomic clone 23 
58K16, genomic survey sequence. //6.6e-05: 228: 64// AQ080539 
F-HEMBB1001047//Homo sapiens cosmids Qcl4E2, Qcl2H12, QcllFG, QclOGG, LA 
1733 and Qcl7B8 from Xq28, complete sequence. //4.0e-27:385:71//U82671 
F-HEMBB1001051//H. sapiens mRNA for FAN protein. //I. 2e-27:160:98//X96586 
F-HEMBB1001056//Homo sapiens clone DJ0953A04, WORKING DRAFT SEQUENCE, 5 
unordered pieces. //2.3e-89:180:91//AC006014 

F-HEMBB1001058//Homo sapiens 3p22-8 PAG RPGI4-736H12 (Roswell Park Gance 
r Institute Human PAG Library) complete sequence. //1.2e-41: 468: 74// AG006 
060 

F-HEMBB1001060//Human Tiggerl transposable element, complete consensus s 
equence . //4 . 3e-122 : 785 : 86//U49973 

F-HEMBB1001063//Human DNA sequence *** SEQUENGING IN PROGRESS *** from c 
lone 523G1," WORKING" DRAFT SEQUENGE.//7.1e-162:770:99//AL034375 
F-HEMBB1001068//Homo sapiens liprin-beta2 mRNA, partial cds.//3.1e-146:7. 
36:95//AF034803 

F-HEMBB1001096//Buchnera aphidicola genomic fragment containing (chapero 
ne Hsp60) groEL, DNA biosynthesis initiating protein (dnaA) , ATP operon 
(atpGDGAHFEB) , and putative chromosome replication protein (gidA) genes, 
complete cds; and termination factor Rho (rho) gene, partial cds.//0.00 
088:690:57//AF008210 

F-HEMBB1001102//Homo sapiens huntingtin interacting protein HYPH mRNA, p 
ar t i a 1 cds . //2 . 1 e-76 : 368 : 99// AF0496 12 
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F-HEMBB1001105//CIT-HSP-2185N1.TR CIT-HSP Homo sapiens genomic clone 218 
5N1, genomic survey sequence. //l.Oe-09: 136: 76//AQ002987 
F-HEMBB1001112//Rattus rattus sec61 homologue mRNA, complete cds.//1.0e- 
108:909:76//M96630 

F-HEMBB1001114//Homo sapiens chromosome 17, clone hRPK.795_F_17, complet 
e sequence. //7.2e-07: 459: 59// AC005284 

F-HEMBB1001117//HS_2178_B1_E12_MR CIT Approved Human Genbmic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2178 Col=23 Row=J, genomic survey 
sequence . //7 . 8e-50 : 331 : 86//AQ068244 

F-HEMBB1001119//Human collagen type XII alpha-1 precursor (C0L12A1) mRNA 

, complete cds.//1.6e-25: 150:98//U73778 

F-HEMBB1001126 

F-HEMBB1001133//Homo sapiens Xp22-132-134 BAG GSHB-590J15 (Genome System 
s Human BAG library) complete sequence. //2.8e-24: 228 :80//AC004673 
F-HEMBB1001137 

F-HEMBB1001142//Homo sapiens chromosome Y, clone 264, M, 20, complete sequ 
ence. //I . Oe-40 : 231 : 76//AC004617 

F-HEMBB1001151//Rattus norvegicus golgi peripheral membrane protein p65 
(GRASP65) mRNA, complete cds.//2.9e-47:640:67//AF015264 
F-HEMBB1001153//CIT-HSP-2359Kn.TR CIT-HSP Homo sapiens genomic clone 23 
59K11, genomic survey sequence. //O. 76: 136 :67//AQ075724 
F-HEMBB1001169//Human DNA sequence from PAC 84F12 on chromosome Xq25-Xq2 
6.3. Contains glypican-3 precursor (intestinal protein OCI-5) (GTR2-2) , 
ESTs and CA repeat. //9.9e-63:259:79//AL008712 

F-HEMBB1001175//Human mRNA for ankyrin motif, complete cds.//2.2e-34:509 
:66//D78334 

F-HEMBB1001177//CIT-HSP-2321I17.TR CIT-HSP Homo sapiens genomic clone 23 
21117, genomic survey sequence. //5.9e-27: 320 :75//AQ036473 
F-HEMBB1001182//RPCI11-30J5.TV RPCI-11 Homo sapiens genomic clone RPCI-1 
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1-30 J5, genomic survey sequence. //5.7e-06: 62 :96//B85 188 
F-HEMBB1001199 

F-HEMBB1001208//HS_2026_B1_C07_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Piate=2026 Col=13 Roh=F, genomic survey 
sequence . //O , 00018 : 134 : 70//AQ229237 

F-HEMBB1001209//CITBI-E1-2521F23.TF CITBI-El Homo sapiens genomic clone 
2521F23, genomic survey sequence. //1.4e-95: 464 :98//AQ278357 
F-HEMBB1001210//HS_3102_A2_F09_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3102 Col=18 Row=K, genomic survey 
sequence . //2 . 6e-90 : 446 : 98//AQ1 19196 

F-HEMBB1001218//Human DNA sequence «»* SEQUENCING IN PROGRESS *** from c 
lone 796F18, WORKING DRAFT SEQUENCE. //I. 0e-31:315:72//AL031291 
F-HEMBB1001221//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomi 
c sequence, WORKING DRAFT SEQUENCE, 3 unordered pieces. //9.7e-17:770:59/ 
/AC005504 

F-HEMBBl 00 1234//H. sapiens CpG island DNA genomic Msel fragment, clone 39 
f9, forward read cpg39f9.f tle.//4.0e-30: 17l:97//Z65435 

F-HEMBB1001242//Homo sapiens mRNA for LAK-1, complete cds.//3.8e-30:458: 
67//AB005754 

- -F-HEMBB1001249//CIT-HSP-2375N19,TF CTT-HSP Homo sapiens genomic crone-2a 
75N19, genomic survey sequence. //0.0076:250:63//AQ109087 
F-HEMBB1001253//Homo sapiens genomic DNA, chromosome 21qll.l, segment 3/ 
28, WORKING DRAFT SEQUENCE. //O. 0097: 89 :80//AP000032 

F-HEMBB1001254//CIT-HSP-2320E5.TF CIT-HSP Homo sapiens genomic clone 232 
0E5, genomic survey sequence. //3.7e-54: 284 :97//AQ037173 
F-HEMBB1001267//Homo sapiens chromosome 17, clone hRPK.488_L_l , complete 

sequence. //3. 5e-30 : 236 : 78//AC005303 
F-HEMBB1001271//HS_3011_A1_G02_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3011 Co 1=3 Row=M, genomic survey s 
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equence . //5 . 2e-07 : 364 : 62//AQ2142 17 

F-HEMBB1001282//CIT-HSP-2356J20.TF CIT-HSP Homo sapiens genomic clone 23 
56J20, genomic survey sequence. //I. 8e-16: 109: 97//AQ060969 
F-HEMBB1001288//R.norvegicus mRNA for gephyrin.//3.4e-18: 194:77//X66366 
F-HEMBB1001289//Genomic sequence from Human 9q34, complete sequence. //4. 
8e-66 : 434 : 74//AC000387 

F-HEMBB1001294//HS_3039_B1_D01_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3039 Col=l Row=H, genomic survey s 
equence . //2 . Oe-SO : 437 : 99//AQ155035 
F-HEMBB1001302 

F-HEMBB1001304//CIT-HSP-2053E15.TF CIT-HSP Homo sapiens genomic clone 20 
53E15, genomic survey sequence. //2.2e-07:370:61//B69144 
F-HEMBB1001314//MUS musculus Olf-l/EBF-1 ike-3 transcription factor (0/E- 
3) mRNA, complete cds.//5.7e-116:663:85//U92703 

F-HEMBBi001315//Homo sapiens chromosome 10 clone LA10NC01_40_G_3 map lOq 
26.1-10q26.2, WORKING DRAFT SEQUENCE, 1 ordered pieces. //2.5e-33: 328: 77/ 
/AC006096 

F-HEMBB1001317//Homo sapiens Xp22-150 BAG GSHB-309P15 (Genome Systems Hu 
man BAC Library) complete sequence. //I, 4e-122:680:91//AC006210 
F-HEMBB1001326//Homo sapiens BAC clone RG136N17 from 7pl5-p21, complete 
sequence. //2.8e-09:518:60//AC004129 

F-HEMBB1001331//MUS musculus mRNA for hepatoma-der ived growth factor, co 
mplete cds, strain: BALB/c.//3.7e-56: 458: 79//D63850 

F-HEMBB1001335//HS_3055_A1_H10_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3055 CoI=19 Row=0, genomic survey 
sequence. //I . 0 : 222 : 63//AQ147384 

F-HEMBB1001337//Human PAC clone DJ0093I03 from Xq23, complete sequence./ 
/1.0e-74:319:85//AC003983 

F-HEMBB1001339//Homo sapiens FSHD-associated repeat DNA, proximal region 
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. //4 . Oe-135 : 856 : 87//U85056 

F-HEMBB1001346//Human familial Alzheimer's disease (STM2) gene, complete 

cds . //3 . 3e-44 : 481 : 74//U50871 
F-HEMBB1001348//Homo sapiens BAG clone NH0491B03 from 7p21-pl5, complete 

sequence. //I. 8e-17: 210 :73//AC00604l 
F-HEMBBl 00 1356/ /Homo sapiens clone RG252P22, WORKING DRAFT SEQUENCE, 3 u 
nordered pieces, //I. 0:386:59//AC005079 

F-^HEMBB1001364//Homo sapiens chromosome 17, clone hRPC.842_A_23, complet 
e sequence . //O . 97 : 349 : 61//AC604662 

F-HEMBB1001366//Homo sapiens chromosome 10 clone CIT987SK-1188I5 map lOp 
11.2-10pl2.1, complete sequence. //5.5e-161:766:98//AC005876 
F-HEMBB1001367//Homo sapiens chromosome 17, clone hRPC.906_A_24, complet 
e sequence. //3.0e-55:510:76//AC004408 

F-HEMBB1001369//Homo sapiens BAG clone RG163K11 from 7q31, complete sequ 
ence . //O. 048 : 244 : 64// AC0051 92 

F-HEMBB1001380//Homo sapiens PAG clone DJ1102B04 from 7qll,23-7q21, comp 
1 e te sequence . //2 . 5e-26 : 257 : 78/ /AC006204 

F-HEMBB1001384//MUS musculus C0P9 complex subunit 4 (C0PS4) mRNA, comple 
te cds.//5.1e-99:571:89//AF071314 

F-HEMBB1001387//Leishmania tarentolae mitochondrial 12S rihosomal RNA ge — 
ne . //7 . le-05 : 546 : 58//X02354 

F-HEMBB1001394//Homo sapiens BAG clone GS421I03 from Xq25-q26, complete 
sequence . //4 . Oe-129 : 788 : 88// AC005023 

F-HEMBB1001410//Homo sapiens wbscrl (WBSGRl) and replication factor G su 
bun it 2 (RFC2) genes, complete cds.//4.8e-ll:632:59//AF045555 
F-HEMBB1001424//MUS musculus Chromosome 4 BAG clone BacB6, complete sequ 
ence . //O . 0012 : 435 : 59//AC003019 

F-HEMBB1001426//Homo sapiens clone DJ0736H05, WORKING DRAFT SEQUENCE, 5 
unordered pi eces . //3 . 8e-17 : 360 : 64// AC005482 
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F-HEMBB1001429// leucine aminopeptidase [cattle, kidney, mRNA, 2056 nt] ./ 
/4. le-114:668:88//S65367 

F-HEMBB1001436//Homo sapiens FUT2 gene, intron 1, complete sequence. //2. 
3e-37 : 438 : 74//AB000931 

F-HEMBB1001443//BOS taurus pyruvate dehydrogenase phosphatase mRNA, comp 
lete cds.//9.1e-92:550:88//L18966 

F-HEMBB1001449//Homo sapiens chromosome 5, PAC clone 228g9 (LBNL H142) , 
complete sequence. //O. 00024: 385 :62//AC004768 

F-HEMBB1001454//Homo sapiens chromosome 19, cosmid R34169, complete sequ 
ence . //O . 84 : 577 : 57// AC005790 

F-HEMBB1001458//Human Chromosome 11 pac pDJ197hl7, WORKING DRAFT SEQUENC 
E, 11 unordered pieces.//8.0e-40:377:78//AC000382 

F-HEMBB1001463//Human Chromosome 16 BAC clone CIT987SK-A-270G1 , complete 

sequence . //O . 0 1 1 : 482 : 59//AF001549 
F-HEMBB1001464//Human chromosome 16pl3 BAC clone CIT987SK-3H8 complete s 
equence.//0.019:263:61//U91320 

F-HEMBB1001482//Rattus norvegicus Olf-l/EBF associated Zn finger protein 
Roaz mRNA, alternatively spliced form, complete cds.//1.0e-30:52l:66//U 
92564 

F-HEMBBtOG1500//Homo sapiens clone DJ0742P047 WORKING DRAFT SEQUENCE, 6 
unordered p i eces . // 1 . 3e-31 : 479 : 71 // AC004873 

F-HEMBB1001521//Homo sapiens clone RG269P13, WORKING DRAFT SEQUENCE, 6 u 

nordered pieces. //3.7e-51 : 680 :70//AC005080 

F-HEMBB1001527 

F-HEMBB1001531//Homo sapiens Chromosome 22qll,2 Cosmid Clone 89h In DGCR 

Region, complete sequence. //I. 3e-79:696:79//AC000089 
F-HEMBB1001535//0.aries DNA for polymorphic marker 'OVINRAOl' (339 bp)./ 
/O . 00034 : 217 : 62//X89268 

F-HEMBB1001536//Homo sapiens PAC clone DJ1182N03 from 7qll.23-q21.1, com 
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p 1 e te sequence . //O . 54 : 266 : 60//AC004548 

F-HEMBB1001537//Homo sapiens chromosome 19, cosmid R29368, complete sequ 
ence . //4 . 6e-25 : 784 : 61//AC004262 

F-HEMBB1001555//Homo sapiens Chromosome 16 BAG clone CIT987SK-A-248F7, c 
omp 1 e te sequence , //6 . 9e-50 : 2 13 : 80//AC004605 

F-HEMBB1001562//Homo sapiens clone NH0523H20, complete sequence. //O. 46: 2 
69:60//AC005041 

F-HEMBB1001564//Human DNA sequence from clone 192P9 on chromosome Xpll.2 
3-11.4. Contains a pseudogene similar to rat Plasmolipin, ESTs and GSSs, 

comp 1 e te sequence . //I . 7e-107 : 620 : 83//AL020989 
F-HEMBB1001565//Homo sapiens BAC clone RG437L15 from 8q21, complete sequ 
ence . //2 . 4e-50 : 734 : 67//AC004003 

F-HEMBB1001585//Human DNA sequence from clone 790B6 on chromosome 20pll. 
22-12.2. Contains STSs and GSSs, complete sequence. //I. 4e-166:816:97//AL 
031677 

F-HEMBB1001586 

F-HEMBB1001588//Homo sapiens chromosome 19, CIT-HSP-444n24, complete seq 

uence.//1.6e-21:419:65//AC005261 

F-HEMBB1001603 

F-HEMBB1001618//Hdmo sapiens DNA sequence from PAC 142L7 on chromosome 6 
q21. Contains a Laminin Alpha 4 (LAMA4) LIKE gene coding for two alterna 
tively spliced transcripts, a Tubulin Beta LIKE pseudogene, a Connective 
tissue growth factor (NOV, GIG) LIKE gene, A predicted CpG island, ESTs 
, STSs and genomic marker D6S416, complete sequence. //4.5e-29:422:72//Z9 
9289 

F-HEMBB1001619//HS_3079_B1_A04_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3079 Col=7 Row=B, genomic survey s 
equence . //O . 00 1 0 : 77 : 79//AQ123388 

F-HEMBB1001630//Homo sapiens clone RG315H11, WORKING DRAFT SEQUENCE, 5 u 
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nordered p i eces . //3 . 2e-12 : 667 : 59//AC005089 

F-HEMBB1001635//Plasmodium falciparum MAL3P7, complete sequence. //3.8e-0 
5:475:57//AL034559 

F-HEMBB1001637//Homo sapiens DNA sequence from PAC 934G17 on chromosome 
lp36.21. Contains the alternatively spliced CLCN6 gene for chloride chan 
el proteins CLC-6A (KIAA0046) -B, -C and -D, the alternatively spliced N 
PPA gene coding for Atrial Natriuretic Factor ANF precursor (Atrial Natr 
iuretic peptide ANP, Prepronatriodi latin) , the NPPB gene for Brain Natri 
uretic Protein BNP, and a pseudogene similar to SBFl (and other Myotubul 
arin-related protein genes). Contains ESTs, STSs and the genomic marker 
D1S2740, complete sequence. //9. 2e-13: 168:76//AL021155 

F-HEMBB1001641//Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
: MP012, complete sequence. //0.00097:721:58//AB006702 

F-HEMBB1001653//Homo sapiens chromosome 2 clone 101B6 map 2pll, complete 

sequence . //O . 15 : 276 : 63//AC002038 
F-HEMBB1001665//Bovine herpesvirus type 1 early-intermediate transcript! 
on control protein (BICP4) gene, complete cds.//0.43:393:61//L14320 
F-HEfIBB1001668//F16C15-T7 IGF Arabidopsis thaliana genomic clone F16C15, 

genomic survey sequence. //O. 040: 275 :60//B12308 
F-HEMBB1001673/7Homo saplens~mRNA for KIAA0646 protein, complete ~cds.//7 
. 2e-171 : 803 : 98//AB014546 

F-HEMBB1001684//Sequence 1 from patent US 5700927. //7.5e-124:883:81//I86 
429 

F-HEMBB1001685//CIT-HSP-228709.TF CIT-HSP Homo sapiens genomic clone 228 
709, genomic survey sequence. //2,3e-34: 191 :97//B99261 

F-HEMBB1001695//Human DNA sequence from clone 431P23 on chromosome 6q27. 
Contains the first coding exon of the MLLT4 gene for myeloid/ lymphoid o 
r mixed-lineage leukemia (trithorax (Drosophila) homolog); translocated 
to, 4 (AF-6, Afadin, MLLT-4, ALL-1 fusion partner), and a Serine Palmito 
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yltransf erase 2 (EC 2.3.1.50, Long Chain Base Biosynthesis protein 2, LC 
B-2, SPT-2) pseudogene. Contains ESTs, STss, GSSs, and a putative CpG is 
land, complete sequence. //O. 0091: 334: 63// AL009178 

F-HEHBB1001704//Human DNA sequence from clone 931E15 on chromosome Xq25. 
Contains STSs, GSSs and genomic marker DXS8098, complete sequence. //I. 2 
e-17:144:87//AL023575 
F-HEMBB1001706 

F-HEMBB1001707//Guinea pig CD19 mRNA, complete cds.//0.57:232:62//M62543 
F-HEMBB1001717//Saccharomyces cerevisiae mitochondrial tRNA-Tyr, tRNA-As 
n, & tRNA-Met genes.//l. le-13:723:58//AJ223323 

F-HEMBB1001735//Human PAC clone DJ0596009 from 7pl5, complete, sequence./ 
/I . 3e-36 : 427 : 73//AC003074 

F-HEMBB1001736//S.pombe chromosome II cosmid c4B4.//0. 0085: 479 :57//AL023 
706 

F-HEMBB1001747//Homo sapiens PAC clone DJ1002N02 from 7p21-p22, complete 

sequence . //4 . Oe-1 12 : 532 : 84//AC005376 
F-HEMBB1001749//Homo sapiens chromosome 17, clone hRPK.259_G_18, complet 
e sequence, //1.3e-98: 395 :82//AC005829 

F-HEMBB1001753//S.maximus repeat region, 342bp.//4.2e-ll:69:85//Z78099 
F-HEMfiB100l756//Homo sapiens full length insert cDNA clone ZD86A11.//0.0 
015:302:62//AF088064 

F-HEflBB1001760//P. falciparum complete gene map of plastid-like DNA (IR-A 
) . //O . 01 1 : 615 : 56//X95275 

F-HEMBB1001762//CIT-HSP-2290J16.TF CIT-HSP Homo sapiens genomic clone 22 
90J16, genomic survey sequence. //0.84:208:64//AQ005184 
F-HEMBB1001785//Plasmodium falciparum DNA **» SEQUENCING IN PROGRESS *«* 

from MAL1P3, WORKING DRAFT SEQUENCE. //0.0019:469:60//AL031746 
F-HEMBB1001797//Human heterogenous nuclear RNA W16W.//0.00012:83:86//X17 
272 
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F-HEMBB1001802//Plasmodium falciparum MAL3P7, complete sequence. //I. 8e-l 
l:538:60//AL034559 

F-HEMBB1001812//Human DNA sequence ««« SEQUENCING IN PROGRESS *«« from c 
lone 356B8, WORKING DRAFT SEQUENCE. //l.Oe-56: 304 :84//Z98882 
F-HEMBB1001816//Homo sapiens chromosome 19, cosmid F24083, complete sequ 
ence . //3 . 6e-75 : 300 : 87//AC005204 

F-HEMBB1001831//Homo sapiens PAM COOH-terminal interactor protein 1 (PCI 
PI) mRNA, complete cds.//2.3e-162:763:98//AF056209 

F-HEMBB1001834//CIT-HSP-2291012.TF CIT-HSP Homo sapiens genomic clone 22 
91012, genomic survey sequence. //7. 6e-08: 73 :94//AQ004168 
F-HEMBB1001836//Homo sapiens 12ql3.1 PAC RPCI1-228P16 (Roswell Park Cane 
er Institute Human PAC Library) complete sequence. //5.7e-30: 297 :79//AC0O 
4801 

F-HEMBB1001839//Human Chromosome X, complete sequence. //O. 016: 293 :63//AC 
004073 

F-HEMBB1001850//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomi 
c sequence, WORKING DRAFT SEQUENCE, 3 unordered pieces. //O. 0027:812:58// 
AC005504 

F-HEMBB1001863//Human Chromosome 15q26.1 PAC clone pDJ460gl6, WORKING DR 
AFT SEQUENCE, 3 unordered pieces. //8.3e-43:520:72//AC004581 
F-HEMBB1001867//Human proto-oncogene tyrosine-protein kinase (ABL) gene, 

exon la and exons 2-10, complete cds.//1.7e-56:399:86//U07563 
F-HEMBB1001868//Rattus norvegicus clone 923 polymeric immunoglobulin rec 
eptor mRNA 3' untranslated region, GA rich region, and microsatel 1 ites w 
ith GGA-triplet and GAA-triplet repeats. //6.1e-08:234:67//U01145 
F-HEMBB1001869//Homo sapiens full length insert cDNA clone YT86F01.//7.4 
e-87:432:97//AF085974 
F-HEMBB1001872 

F-HEMBB1001874//Homo sapiens clone DJ241P17, WORKING DRAFT SEQUENCE, 7 u 
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nordered pieces. //3.4e-14: 631 :61//AC005000 

F-HEMBB1001875//Human DNA sequence from clone J428A131, WORKING DRAFT SE 
QUENCH . //O . 93: 415 : 57//Z82209 

F-HEHB61001880//Human genomic DNA sequence from clone 30801 on chromosom 
e Xpll.3-11.4. Contains EST, CA repeat, STS, GSS, CpG island. //I. 0e-18:7 
29:60//Z93403 

F-HEMBB1001899//Plasmodium falciparum DNA **« SEQUENCING IN PROGRESS *** 

from contig 4-10, complete sequence. //0.0038:425:58//AL010216 
F-HEMBB1001905//S.pombe chromosome III cosmid c330.//l.le-23:520:62//AL0 
31603 

F-HEMBB1001906 . 

F-HEHBB1001908//Human monocytic leukaemia zinc finger protein (MOZ) mRNA 
, complete cds. //3.7e-82:672:81//U47742 

F-HEMBB1001910//Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic 
sequence, WORKING DRAFT SEQUENCE, 8 unordered pieces. //O. 0033: 566 :55//A 
C005505 

F-HEMBB1001911//Arabidopsis thaliana chromosome II BAC F26C24 genomic se 
quence, complete sequence.// 1.0: 581 :58//AC004705 

F-HEMBBl601915//Caenorhabditis elegans cosmid T05H10, complete sequence. 
//1.2e-16:283:67//Z47812 " " 

F-HEMBB1001921//Homo sapiens chromosome 17, clone hCIT.123_J_14, complet 
e sequence. //3.4e-07:803:58//AC003950 

F-HEHBB1001922//Plasmodiuffl falciparum chromosome 2, section 28 of 73 of 
the complete sequence. //5.0e-06:756:56//AE001391 

F-HEMBB1001925//Human DNA sequence from PAC 212P9 on chromosome lp34.1-l 
p35. Contains delta opiate receptor, CpG island, CA repeat, .//3. le-45: 60 
9:73//AL009181 

F-HEMBB1001930//Homo sapiens genomic DNA of 8p21.3-p22 anti-oncogene of 
hepatocellular colorectal and non-small cell lung cancer , segment 10/11 
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. //3. 2e-158: 745 : 99//AB020867 

F-HEMBB1001944//, complete sequence. //4. le-60: 638: 73//AC005815 
F-HEMBB1001945//HS_3185_B1_G05_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3185 Col=9 Row=N, genomic survey s 
equence . //I . 0 : 280 : 58//AQ188882 

F-HEMBB1001947//Human mRNA for KIAA0392 gene, partial cds.//5.6e-20:333: 
66//AB002390 

F-HEMBB1001950//Human lipocortin (LIP) 2 gene, upstream region. //O. 0094: 

180:63//M62899 

F-HEMBB1001952//Human DNA sequence **« SEQUENCING IN PROGRESS *** from c 
lone 101A4, WORKING DRAFT SEQUENCE, //5.4e-19: 329 :70//Z93341 
F-HEMBB1001953//Homo sapiens chromosome 17, clone hRPK.795_F_17, complet 

e sequence . //O . 11 : 589 : 58//AC005284 

F-HEMBB1001957//Human DNA sequence from PAC 204E5 on chromosome 12. Cont 
ains exon similar to Wilms' Tumour-related protein QM-like P2X-like rece 
ptor, ATP ligand gated ion channel, ESTs, CpG island. //9.8e-25:446:67//Z 

98941 

F-HEMBB1001962//Homo sapiens chromosome 16, BAC clone 462G18 (LANL) , com 
plete sequence. //2.8e-147: 727 :97//AC005736 

F-HEMBB1001967//Homo sapiens clone DJ1102A12-, WORKING DRAFT SEQUENCE, 15 

unordered p i eces . //3 . 2e-56 : 650 : 71 //AC004963 
F-HEMBB1001973//Homo sapiens chromosome 12pl3.3 clone RPCI11-350L7, WORK 
ING DRAFT SEQUENCE, 72 unordered pieces.//1.2e-42:327:84//AC005844 
F-HEMBB1001983//CIT-HSP-2315M4.TF CIT-HSP Homo sapiens genomic clone 231 
5M4, genomic survey sequence. //8.8e-35: 198: 96// AQ028071 
F-HEMBB1001988//D.polychroa microsatel 1 ite sequence (clone Dp IC el2).// 
4 . 5e-07 : 337 : 62//X92 189 

F-HEMBB1001990//HS_3234_A1_G08_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3234 Col=15 Row=M, genomic survey 
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sequence . //O . 039 : 279 : 59// AQ204689 

F-HEMBB1001996//Human DNA sequence *** SEQUENCING IN PROGRESS «** from c 
lone 191J18, WORKING DRAFT SEQUENCE. //0.18:392:58//AL024507 
F-HEMBB1001997//Homo sapiens clone RG140B11, WORKING DRAFT SEQUENCE, 1 u 
nordered p i eces . //1 . 3e-43 : 446 : 7 1// AC005069 

F-HEMBB1002002//Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic 
sequence, WORKING DRAFT SEQUENCE,. 8 unordered p i eces. //0. 077: 444 :58//AC 
004153 

F-HEMBB1002005//Human DNA sequence *«* SEQUENCING IN PROGRESS *** from c 
lone 963K23, WORKING DRAFT SEQUENCE. //3.4e-16: 173: 78//AL031685 
F-HEMBB1002009//Plasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic 
sequence, WORKING DRAFT SEQUENCE, 7 unordered pieces. //O. 00033:790:56// 
AC005506 

F-HEMBB1002015//Homo sapiens genomic DNA, chromosome 21qll.l, segment 27 
/28, WORKING DRAFT SEQUENCE. //6.7e-05: 126: 76//AP000056 
F-HEMBB1002042//0ncorhynchus mykiss cytochrome P450 (CYP4V1) mRNA, parti 
al cds.//6.4e-33:402:69//AF046012 
F-HEMBBl 002043 

F-HEMBB1002044//Homo sapiens chromosome 5p, BAC clone 50g21 (LBNL H154) , 

cofiplete sisquenc"e~.//3."0e-r^^^ 
F-HEMBB1002045 

F-HEMBB1002049//Homo sapiens chromosome 17, clone hRPC. 161_P_9, complete 

sequence . //O . 87 : 177 : 65//AC006237 
F-HEMBB1002050//Streptomyces coelicolor cosmid D78.//8.5e-08:644:58//AL0 
34355 

F-HEMBB1002068//Homo sapiens mRNA for KIAA0612 protein, partial cds.//2. 

5e-05 : 402 : 61//AB014512 

F-HEMBB1002069 

F-HEMBB1002092//*** SEQUENCING IN PROGRESS ««« Homo sapiens chromosome 4 
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, BAG clone B33108; HTGS phase 1, WORKING DRAFT SEQUENGE, 10 unordered p 
i eces . //? . 8e-104 : 550 : 83//AC004064 

F-HEMBB1002094//Homo sapiens genomic DNA, 21q region, clone: 125H6N2, ge 
nomic survey sequence. //2.9e-49:302:83//AG001476 

F-HEMBB1002115//Homo sapiens chromosome 16, cosmid clone 378E2 (LANL) , c 
omplete sequence. //0.00023:542:61//AG004035 

F-HEMBB1002134//Human h-neuro-d4 protein mRNA, complete cds.//7.3e-43:53 
3:70//U43843 

F-HEMBB1002139//HS-1048-A2-B02-MR.abi GIT Human Genomic Sperm Library G 
Homo sapiens genomic clone Plate=GT 831 Go 1=4 Row=G, genomic survey sequ 
ence . //O . 055 : 228 : 66//B38714 

F-HEMBB1002142//Plasmodium falciparum DNA ««* SEQUENCING IN PROGRESS *** 

from MAL1P5, WORKING DRAFT SEQUENGE. //O. 0095: 276: 64// AL031748 
F-HEMBB1002152//Human Ghromosome X, WORKING DRAFT SEQUENGE, 4 unordered 
p i eces . //0 . 055 : 520 : 57//AC00242 1 

F-HEMBB1002189//Homo sapiens cosmid ICRFcl04I0935Q8 from Xq28, complete 
sequence . //2 . 6e-05 : 31 1 : 63//AF002998 

F-HEMBB1002190//Plasmodium falciparum 3D7 chromosome 12 PFYAGB8-420 geno 
mic sequence, WORKING DRAFT SEQUENGE, 14 unordered pieces. //5.4e-05: 647: 

59//AC005140 " . _ . 

F-HEMBB1002193//Sequence 5 from patent US 5709858. //I. 8e-34: 179: 100//I80 
846 

F-HEMBB1002217//Homo sapiens mRNA for zinc finger protein 10.//1.2e-23:4 
05:67//X52332 

F-HEMBB1002218//HS_2056_B1_C09_T7 GIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2056 Gol=17 Row=F, genomic survey 
sequence . //3 . 3e-45 : 245 : 97//AQ24471 1 

F-HEMBB1002232//Human chromosome 11 72g7 cosmid, complete sequence. //I. 9 
e-2l:314:70//U73648 
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F-HEMBB1002247 

F-HEMBB1002249//Homo sapiens DNA sequence from BAG 3418 on chromosome 6p 
21.3-22.1. Contains ZNF184 gene coding for Kruppel related Zinc Finger p 
rotein 184, a hnRNP core protein Al (mouse Fli-2, rat helix destabilizin 
g protein, mouse Topoisomerase-inhibitor suppressed gene TIS) LIKE pseud 
ogene, a HB15 (CD83 antigen precursor) LIKE pseudogene, Ser-tRNA, Glu-tR 
NA and Met-tRNA (Met-tRNA-i gene 1) genes. Contains ESTs, STSs and GSSs, 

comp 1 ete sequence . //4 . 1 e-45 : 327 : 83// AL02 1918 
F-HEMBB1002254//Human chromosome 16 BAG clone LANL cosmid-440E5, WORKING 

DRAFT SEQUENCE* 2 unordered pieces.//9.8e-40:315:82//AC002506 
F-HEMBB1002255//Plasmodium falciparum MAL3P3, complete sequence. //O. 0035 
:312:62//Z98547 

F-HEMBB1002266//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomi 
c sequence, WORKING DRAFT SEQUENCE, 3 unordered pieces. //0.013:469:59//A 
C005504 

F-HEMBB1002280//Homo sapiens Chromosome 16 BAG clone CIT987SK-A-259H10, 
comp 1 ete sequence . //5 . 3e-18 : 527 : 61//AC004682 

F-HEMBB1002300//Human Chromosome 11 Cosmid cSRLSOhll, complete sequence. 
//8 . 6e-139 : 818 : 88//U73642 

F-HEMBB1002306//HS_3109_A2lH01lMR CTT Approved- Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3109 Col=2 Row=0, genomic survey s 
equence. //I . 3e-75 : 371 : 98//AQ148164 

F-HEMBB1002327//HS_3235_B2_G10_T7 GIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3235 Co 1=20 Row=N, genomic survey 
sequence . //3 . 3e-83 : 418 : 97//AQ209752 

F-HEMBB1002329//CITBI-E1-2503J7.TR CITBI-El Homo sapiens genomic clone 2 
503J7, genomic survey sequence. //3.3e-3l: 220 :88//AQ263402 
F-HEMBB1002340 

F-HEM6B1002342//Homo sapiens mRNA for putative thioredoxin-1 ike protein. 



2 6 5 6 



ai$E# 2002-30467 8 0 



#2000—183767 

//4. le-154:724:98//AJ010841 

F-HEMBB1002358//Human thymidylate kinase (CDC8) mRNA, complete cds.//3.3 
e-36:l92:98//L16991 

F-HEMBB1002359//Human Rev interacting protein Rip-1 mRNA, complete cds./ 

/1.8e-13:96:96//U55766 " 

F-HEMBB1002364//Human DNA sequence *«* SEQUENCING IN PROGRESS *** from c 
lone 376D21, WORKING DRAFT SEQUENCE. //7.5e-24: 202 :71//Z98946 
F-HEMBB1002371//Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic 
sequence, WORKING DRAFT SEQUENCE, 8 unordered pieces. //I. 9e-06:674:56// 
AC004153 

F-HEMBB1002381//Homo sapiens chromosome 16, cosmid clone RT163 (LANL), c 

omp 1 (B te sequence . //0 . 34 : 238 : 6 1 / / AC005222 

F-HEMBB1002383 

F-HEMBB1002387//CIT-HSP-2173E20.TR CIT-HSP Homo sapiens genomic clone 21 
73E20, genomic survey sequence. //5.2e-17: 434 :66//B91052 
F-HEMBB1002409//Human DNA sequence from PAC 84F12 on chromosome Xq25-Xq2 
6.3. Contains glypican-3 precursor (intestinal protein OCI-5) (GTR2-2) , 
ESTs and CA repeat.//1.2e-56:324:88//AL008712 

F-HEMBB1002415//Human DNA sequence *«* SEQUENCING IN PROGRESS *** from c 
- lone 36411 - WORKING DRAFT SEQUENCE. //8.9e-35:334:75//AL031319 
F-HEMBB1002425//Chromosome 22ql3 BAC Clone CIT987SK-384D8 complete seque 
nee . //I . Oe-36 : 317 : 76//U62317 

F-HEMBB1002442//Rattus norvegicus lin-10 protein homolog (lin-10) mRNA, 
complete cds.//4.3e-88:296:92//U92010 

F-HEMBB1002453//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 86D1, WORKING DRAFT SEQUENCE. //2.7e-43:419:78//AL034349 
F-HEMBB1002457//Homo sapiens clone DJ0982E09, WORKING DRAFT SEQUENCE, 3 
unordered p i eces . //1 . 3e-27 : 542 : 68//AC005534 

F-HEMBB1002458//HS_3246_A2_G05_MR CIT Approved Human Genomic Sperm Libra 
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ry D Homo sapiens genomic clone Plate=3246 Col=10 Row=M, genomic survey 
sequence . //3 . 2e-51 : 257 : 99//AQ217g93 

F-HEMBB1002477//Human Grb2-associated binder-l mRNA, complete cds.//1.9e 
-87:493: 92//U43885 
F-HEMBBl 002489 

F-HEMBB1002492//Arabidopsis thaliana BAG T15B16.//0.028:516:57//AF104919 
F-HEMBBl O02495//Homo sapiens chromosome 17, clone hRPK.421_E_14, complet 
e sequence. //I . le-16: 297:68//AC006141 

F-HEMBB1002502//Homo sapiens clone DJ1163L11, complete sequence. //I. le-9 
l:675:82//AC005230 

F-HEMBBl 002509//Homo sapiens Chromosome 16 BAG clone GIT987SK-A-248F7, c 
omp 1 ete sequence . //2 . 7e-l 1 : 648 : 60//AC004605 

F-HEMBB1002510//HS_3236_B1_H11_MR GIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3236 Gol=21 Roh=P, genomic survey 
sequence . //I . 2e-06 : 67 : 94//AQ205992 

F-HEMBB1002520//Homo sapiens BAG clone NH0004N07 from Y, complete sequen 

ce. // 1 . 2e-70 : 580 : 72//AC006152 

F-HEMBB1002522//Homo sapiens Xp22 bin 150 clone GSHB-223P11 (Genome Syst 
ems Human BAG library) complete sequence. //5.6e-22: 516 :64//AG004553 
F-HEMBB1002531 - " - - - -- - 

F-HEMBBl 002534//Human DNA sequence *** SEQUENGING IN PROGRESS *** from c 
lone 668J24, WORKING DRAFT SEQUENCE. //6.9e-62: 265 :87//AL034346 
F-HEMBB1002545//Human BAG clone RG128M16 from 7q21-7q22, complete sequen 
ce . //2 . 7e-44 : 200 : 82// AG000059 

F-HEMBB1002550//Homo sapiens PAG clone DJ0910I17 from 7qll.21-qll.23, co 
mp 1 ete sequence . //O . 22 : 161 : 68// AG004927 

F-HEMBB1002556//Homo sapiens PAG clone DJ0696N01 from 7p21-p22, complete 

sequence . //7 . 5e-43 : 306 : 77//AG00486 1 
F-HEMBB1002579 
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F-HEMBB1002582//Human DNA sequence ««* SEQUENCING IN. PROGRESS «** from c 
lone 349A12, WORKING DRAFT SEQUENCE. //0.00018:431:61//AL033520 
F-HEMBB1002590//Yeast (S.cerevisiae) mitochondrial apocytochrome b gene, 

3' f lank.//0.78:147:64//J01471 
F-HEMBB1002596//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 9E21, WORKING DRAFT SEQUENCE. //3.6e-50:692:69//AL008639 
F-HEMBB1002600//Homo sapiens tetraspan NET-5 mRNA, complete cds.//9. le-1 
51:710:98//AF089749 

F-HEMBB1002601//Human BAC clone RG020D02 from 7q22, complete sequence.// 
^ 1.5e-07:416:60//AC002381 

F-HEMBB1002603//Human BAC clone GS552A01 from 7q21-q22, complete sequenc 
e.//0.40:341:60//AC002454 

F-HEMBB1002607//MUS musculus homeobox containing nuclear transcriptional 

factor Hmxl (Hmxl) gene, complete cds.//0.0042:460:60//AF009614 
F-HEMBB1002610//Homo sapiens Chromosome 12q24 PAC RPCI3-462E2 (Roswell P 
ark Cancer Institute Human PAC library) complete sequence. //6.3e-23: 559: 
63//AC003029 

F-HEMBB1002613//Homo sapiens Chromosome 22ql2 BAC Clone 566cl , complete 
sequence . //4 . 2e-17 : 441 : 63//AC000025 

F-HEMBB1002614//P I asmodium falciparum chromosome 2;, section 54 of 73 of 
the complete sequence. //0.013:324:56//AE001417 

F-HEMBB1002617//Homo sapiens chromosome 16 BAC clone CIT987SK-334D11 com 
p 1 ete sequence . //2 . le-07 : 441 : 60//AF001550 

F-HEMBB1002623//C.hyalina microsatellite marker DNA (id ATCC4) .//0.57: 10 
6:68//Z95304 

F-HEMBB1002635//Human JNK3 alpha2 protein kinase (JNK3A2) mRNA, complete 

cds.//4.8e-22: 127: 100//U34819 
F-HEMBB1002664//HS_2265_A1_H06_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2265 Col=ll Roiv=0, genomic survey 
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sequence . //O . 54 : 1 15 : 67//AQ10 1557 

F-HEMBB1002677//Homo sapiens (subclone 3_dl from PI H25) DNA sequence, c 
omp 1 ete sequence . //2 . 2e-49 : 784 : 68//L81774 

F-HEMBB1002683//Hoino sapiens type IV collagen 5a chain (C0L4A5) gene, ex 
on 23,//1.0:112:63//U04492 

F-HEMBBl 002684/ /HS-1050-A2-G06-MF.abi CIT Human Genomic Sperm Library C 
Homo sapiens genomic clone Plate=CT 772 Col=12 Row=H, genomic survey seq 
uence . //4 . 4e-07 : 86 : 84//B39748 

F-HEMBB1002686//HS-1023-B2-F10-MR.abi CIT Human Genomic Sperm Library C 
Homo sapiens genomic clone Plate=CT 802 Co 1=20 Row=L, genomic survey seq 
uence. //O. 98: 183:61//B34077 

F-HEMBB1002692//Human DNA sequence **» SEQUENCING IN PROGRESS *** from c 
lone 1108H3, WORKING DRAFT" SEQUENCE. //0.00039:408:60//AL033525 
F-HEMBB1002697//Homo sapiens clone DJ1087M19, WORKING DRAFT SEQUENCE, 7 
unordered pieces.//7.3e-35:323:74//AC004955 

F-HEMBB1002699//MUS musculus D6MM5e protein (D6Mm5e) and DOK protein (Do 
k) genes, complete cds; and L0R2 protein (Lor2) gene, partial cds.//0.03 

l:325:62//AF084363 

F-HEMBB1002702//HS-1025-A2-D01-MR.abi CIT Human Genomic Sperm Library C 
Homo sapiens genomic clone Plate=CT 804 Col-2 Row=G, genomic survey sequ 
ence . //I . 8e-25 : 158 : 95//B34720 

F-HEMBB1002705//Homo sapiens DNA, chromosome 21q22.2, PAC clone 25P16 co 
mplete sequence, encoding carbonyl reductase and carbonyl reductase 3 (c 
omplete cds) .//1.7e-137:534:96//AB003151 

F-HEMBB1002712//Human DNA sequence from cosmid CU115G11, between markers 
DXS6791 and DXS8038 on chromosome X contains ESTs and STS. 7/0.0019:612: 
58//Z71187 

F-MAMHA1000009//Human chromosome 1 BAG 308G1 genomic sequence, WORKING D 
RAFT SEQUENCE, 3 unordered pieces. //6. le-43:354:81//AC003117 
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F-MAMMA1000019 

F-MAMMA1000020//H. sapiens mRNA for flavin-containing monooxygenase 5 (FM 
05) . //2. Oe-40 : 185 : 97//Z47553 

F-MAMMA1000025//Homo sapiens PAC clone DJ0806A17 from 7pl3-pl4, complete 

sequence . //I . 0 : 211 : 65//AC005483 
F-MAMMA1000043//Human angiotensin I-converting enzyme (ACE) gene, intron 

12 . //O . 075 : 204 : 65//M73275 
F-MAMMA1000045//Human DNA sequence from clone 142F18 on chromosome Xq26. 
3-27.2 Contains part of a gene similar to melanoma-associated antigen, E 
ST, GSS and an inverted repeat, complete sequence. //4. le-122: 495: 79//AL0 
31073 

F-MAMMA1000055//M.musculus mRNA for test in.//2.1e-35: 559 :66//X78989 
F-MAMMA1000057//Homo sapiens chromosome 17, clone hRPK.259_G_18, complet 
e sequence. //5.5e-12l:703:89//AC005829 

F-MAMMA1000069//Homo sapiens minisatel 1 ite cebl repeat region. //O. 00013: 
329:60//AF048727 

F-MAMMA1000084//Homo sapiens DNA sequence from PAC 958B3 on chromosome X 
p22.11-Xp22.22. Contains ESTs STS and CpG island. //2. le-53:445:79//Z9302 
3 

- F-MAMMA1000085//Gaenorhabditis elegans cosmid Y23H5A. //0, 0017: 164- 64//AF " 
077541 

F-MAMMA1000092//Homo sapiens BAC clone GS465N13 from 7pl5-p21, complete 
sequence. //I . 2e-70 : 598: 78//AC004744 

F-MAMMA1000103//Homo sapiens chromosome 17, clone hCIT.91_J_4, complete 
sequence. //I . le-156:857:92//AC003976 

F-MAMMA1000117//HS_3223_B2_D08_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3223 Col=16 Roiv=H, genomic survey 
sequence . //5 . 4e-100 : 527 : 94//AQ22 1160 

F-MAMMA1000129//ryanod ine receptor . //0 . 055 : 492 : 59//A20359 



2 6 6 1 



ailiE# 2002-3046780 



#2000—183767 

F-MAMMA1000133 

F-MAMMA1000134//HS_3078_B1_C02_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3078 Col=3 Row=F, genomic survey s 
equence. //2 . le-93:462: 97//AQ144362 

F-MAMMA1000139//Homo sapiens Xp22 PAC RPCI1-5G11 (from Roswell Park Cane 
er Center) complete sequence. //3.3e-14: 322 :65//AC002369 
F-MAMMA1000143//Homo sapiens mRNA for KIAA0685 protein, complete cds.//6 
. 9e-25 : 148 : 97//AB0 14585 

F-MAMMA1000155//Homo sapiens homeobox transcription factor barx2 (BARX2) 

mRNA, complete cds.//1.0e-29:219:87//AF031924 
F-MAMMA1000163 

F-MAMMA1000171//Homo sapiens chromosome 19, CIT-HSP BAC 470n8, complete 
sequence . //6 . 3e-14 : 92 : 88//AC005393 

F-MAMMA1000173//MUS musculus SH3-containing protein SH3P7 mRNA, complete 

cds. similar to Human Drebrin.//2.2e-114:698:87//U58884 
F-MAMMA1000175//HS_3050_B1_B03_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3050 Co 1=5 Row=D, genomic survey s 
equence . //6 . 2e-73 : 357 : 99//AQ1 02678 

F-MAMMA1000183//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone . Y313F4 , - WORK ING DRAFT SEQUENCE . //4 . 6e-94 : 904 : 73/ /AL023808 
F-MAMMA1000198//Z.diploperennis repetitive DNA (clone ZEAR 266) .//O. 18:1 
52:70/7X53610 

F-MAMMA1000221 //Human Chromosome 15qll-ql3 PAC clone pDJ778a2, complete 
sequence . //O . 0 17 : 99 : 75// AC004583 

F-MAMMA1000227//Human DNA sequence *«* SEQUENCING IN PROGRESS ««* from c 
lone 467K16, WORKING DRAFT SEQUENCE. //O. 36: 312 :62//AL031283 
F-MAMMA1000241//HS_3217_B1_B02_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3217 Co 1=3 Row=D, genomic survey s 
equence . // 1 . 9e-94 : 456 : 98//AQ1 9340 1 
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F-MAMMA1000251//Homo sapiens NF2 gene.//0.00092:270:64//Y18000 
F-MAMMA1000254//Plasmodium falciparum 3D7 chromosome 12 FFYACB8-420 geno 
mic sequence, WORKING DRAFT SEQUENCE, 14 unordered pieces. //O. 0034:777:5 
7//AC005140 

F-MAMMA1000257//Homo sapiens DNA sequence from PAC 201D7 on chromosome 6 
p22. 1-22.3. Contains EST and STS.//0. 00036: 230 :65//AL022717 
F-MAMMA1000264//Homo sapiens (subclone 9_f5 from PI H17) DNA sequence, c 
omp 1 ete sequence . //I . 5e-30 : 499 : 68//L81612 

F-MAMMA1000266//Bacillus lynceorum strain pMEL12 Bag320 satellite DNA.// 
0 . 28 : 218: 64//AF034430 

F-MAMMA1000270//Human Chromosome 16 BAC clone CIT987SK-A-270G1 , complete 

sequence. //I . 4e-157:788: 96//AF001549 
F-MAMMA1000277//Mycobacterium tuberculosis H37Rv complete genome; segmen 
t 48/162. //0.70:320:61//AL021897 

F-MAMMA1000278//Sequence 23 from patent US 5708157. //9.3e-103:540:95//I8 
0055 

F-MAMMA1000279//Human DNA sequence from clone 769D20 on chromosome Xp21. 
1-21.3 Contains EST, STS, GSS, complete sequence. //2.4e-49: 262 :77//AL031 
643 

F-MAMMAr000284//cSRL-165E12-u cSRL flow- sorted Chromosome 11 specific co 
smid Homo sapiens genomic clone CSRL-165E12, genomic survey sequence. //I 
.le-30:324:75//B03004 

F-MAMMA1000287//Homo sapiens, clone hRPK.15_A_l, complete sequence, //2. 7 
e-54:401:83//AC006213 

F-MAMMA1000302//Drosophi la melanogaster complete mitochondrial genome.// 
0.0051:307:61//U37541 

F-MAMMA1000307//Homo sapiens chromosome 12pl3.3 clone RPCI5-1154L15, WOR 
KING DRAFT SEQUENCE, 67 unordered pieces.//0. 15:449:59//AC006205 
F-MAMMA1000309//CDNA coding human apol ipoprotein E3.//0.00010:691:58//E0 



2 6 6 3 



miiE# 2002-3046780 



#2 000—183767 



0359 

F-MAMMA1000312//Human DNA sequence SEQUENCING IN PROGRESS *** from c 
lone ygSAl?, WORKING DRAFT SEQUENCE. //0.27:301:60//AL031274 
F-MAMMA1000313 

F-MAMMA1000331//Human Chromosome 16 BAC clone CIT987SK-A-735G6, complete 

sequence. //9.8e-06:151:71//AC002400 
F-MAMMAl 000339 

F-MAMMA1000340//HS_2181_B2_F07_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2181 Col=14 Row=L, genomic survey 
sequence , //4 . 3e-05 : 181 : 68//AQ024288 

F-MAMMA1000348//Homo sapiens chromosome 17, clone HRPC843B9, complete se 
quence . //5 . 3e-30 : 575 : 66// AC004139 

F-MAMMA1000356//Homo sapiens clone RG038K21, WORKING DRAFT SEQUENCE, 3 u 
nordered pieces. //I. 8e-52: 264 :76//AC005052 

F-MAMMA1000360//Homo sapiens PAC clone DJ0755G17 from 7p21-p22, complete 

sequence . //6 . 5e-91 : 569: 88//AC004879 
F-MAMMA1000361//Human DNA sequence from PAC 507115 on chromosome Xq26.3- 
27.3. Contains 60S ribosomal protein L44 (L41, L36) like gene, ESTs, STS 
s and a polymorphic CA repeat. //I. 4e-42:315:83//Z98950 
F-MAMMA1000372//Human DNA sequence *** SEQUENCING IN PROGRESS *.«« from c 
lone Y738F9, WORKING DRAFT SEQUENCE. //2.9e-114:516:89//AL022345 
F-MAMMA1000385//CITBI-E1-2517E13.TF CITBI-El Homo sapiens genomic clone 
2517E13, genomic survey sequence. //6.9e-26:377:71//AQ279944 
F-MAMMA1000388//Homo sapiens UKLF mRNA for ubiquitous Kruppel like facto 
r, complete cds.//3.7e-148:710:98//AB015132 
F-MAMMA1000395 

F-MAMMA1000402//Homo sapiens clone DJ0718N17, complete sequence, //4.0e-l 
15:845:85//AC005999 

F-MAMMA1000410//HS_3245_A1_C02_MR CIT Approved Human Genomic Sperm Libra 
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ry D Homo sapiens genomic clone Plate=3245 Col=3 Row=E, genomic survey s 
equence . //9 . 6e-42 : 350 : 80//AQ205768 

F-MAMMA1000413//HS_3223_B2_F01_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3223 Col =2 Roh=L, genomic survey s 
equence. //I. 6e-48: 318: 89//AQ188456 

F-MAMMA1000414//HS_2027_B2_C04_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2027 Col=8 Row=F, genomic survey s 
equence . //I . 4e-46 : 286 : 92//AQ231369 

F-MAMMA1000416//Drosophila melanogaster DNA sequence (Pis DS07528 (D169) 

and DS06665 (D220)), complete sequence. //9.4e-33:310:72//AC004640 
F-MAMMA1000421//Homo sapiens clone DJ1129D05, complete sequence. //3.3e-2 
9:223:84//AC005630 
F-MAMMA1000422 

F-MAMMA1000423//Drosbphila yakuba mitochondrial DNA molecule. //2.2e-10:6 
39:57//X03240 

F-MAMHA1000424//Homo sapiens DNA from chromosome 19, BAC 33152, complete 

sequence . //4 . 6e-47 : 556 : 68//AC003973 
F-MAMMA1000429//MUS musculus SDP8 mRNA, complete cds.//8.0e-99:545:92//A 
F062484 

- -— F-MAMMA1000431//Homo sapiens clone DJ1039L24-, WORKING DRAFT SEQUENCE, 3 
unordered p i eces . //4 . 8e-41 : 289 : 79//AC005283 

F-MAMMA1000444//Human DNA sequence from clone 714B7 on chromosome 22ql2. 
2-13.2 Contains CYTOCHROME C OXIDASE VI IB precursor like pseudogene and 
ESTs, complete sequence. //2.3e-34: 291 :80//Z99755 
F-MAMMAl 000446 

F-MAMMA1000458//MUS musculus clone OST9003, genomic survey sequence. //5. 
Oe-53 : 231 : 84// AF046620 

F-MAMMA1000468//Human DNA sequence ««» SEQUENCING IN PROGRESS *** from c 
lone 291J10, WORKING DRAFT SEQUENCE. //0.75:303:60//Z93017 
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F-MAMMA1000472//Human DNA sequence «** SEQUENCING IN PROGRESS *** from c 
lone 414D7, WORKING DRAFT SEQUENCE. //4.0e-41: 403: 77//AL033543 
F-MAMMA1000478//Homo sapiens clone RG270D13, WORKING DRAFT SEQUENCE, 18 
unordered p i eces . //9 . 5e-54 : 369 : 77//AC005081 

F-MAMMA1000483//Homo sapiens Chromosome 16 BAC clone CIT987SK-44M2, comp 
lete sequence. //3,6e-34: 332 :77//AC004381 

F-MAMMA1000490//Homo sapiens 12ql3.1 PAC RPCI1-90J4 (Roswell Park Cancer 
Institute Human PAC library) complete sequence. //8.9e-128: 822 :87//AC003 
686 

^ F-MAMMA1000500//CIT-HSP-231905.TF CIT-HSP Homo sapiens genomic clone 231 
905, genomic survey sequence. //4.8e-29: 175 :94//AQ044812 
F-MAMMA100p501//Homo sapiens DNA sequence from clone 78F24 on chromosome 

22ql2. 1-12.3. Contains one exon of an Oxysterol-binding protein (OSBP) 
LIKE gene. Contains GSSs and an STS, complete sequence. //5.7e-45: 334: 82/ 
/AL022336 

F-MAMMA1000516//Human DNA sequence from PAC 50A13 on chromosome Xpll. Co 
ntains ATP SYNTHASE LIPID BINDING PROTEIN PI (P2, P3) precursor (ATP5G1, 

ATP5G2, ATP5G3) like pseudogene, ESTs and STSs. Contains polymorphic CA 

repeat . //2 . 9e-43 : 529 : 69//Z92545 
F-MAMMA1000522//Human DNA sequence from clone 20J23 on chromosome Xq26.2~ 
-27.2 Contains ras-related C3 botulinum toxin substrate 1 (P21-RAC1) (ra 
s-like protein TC25) EST, CA repeat, STS, CpG island, complete sequence. 
//2 . Oe-14: 380 : 63//AL022576 

F-MAMMA1000524//Homo sapiens chromosome 10 clone CIT-HSP-1338F24 map lOp 
11.2-10pl2.1, complete sequence. //I. 4e-22: 420 :66//AC006101 
F-MAMMA1000559//Human HepG2 3' region cDNA, clone hmd3f08.//5.4e-29: 168: 
97//D16922 

F-MAMMA1000565//RPCI11-61K6.TJ RPCIll Homo sapiens genomic clone R-61K6, 
genomic survey sequence. //I. 7e-120: 561 : 100//AQ194238 
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F-MAMMA1000567//Huinan DNA sequence from PAC 179D3, between markers DXS67 
91 and DXS8038 on chromosome X contains SIO GTP-binding protein, ESTs an 
d CpG island. //3.1e-43:387:80//Z81370 

F-NANMA1000576//Homo sapiens BAG clone RG442F18 from 2, complete sequenc 

e.//1.2e-30:237:75//AC005104 

F-MAMMA1000583//RPCI11-60M22.TJ RPCIll Homo sapiens genomic clone R-60M2 
2, genomic survey sequence. //9.6e-102:487:99//AQ198091 
F-HAMHA1000585//Homo sapiens clone UWGC:djsl4 from 7pl4-15, complete seq 
uence . //5 . 2e-39 : 370 : 78// AC006 1 95 

F-MAMMA1000594//Homo sapiens chromosome 19, cosmid R31646, complete sequ 
ence . //3 . 9e-43 : 328 : 83//AC005338 

F-MAMMA1000597//Homo sapiens chromosome 17, clone hRPK.481_C_4, complete 

sequence . //I . 5e-32 : 259 : 82//AC005839 
F-MAMMA1000605//Human DNA sequence *** SEQUENCING IN PROGRESS *«* from c 
lone 97P20, WORKING DRAFT SEQUENCE. //2.4e-59: 318 :83//AL031297 
F-MAMMA1000612//HS_2188_A2_D02_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2188 Coi=4 Row=G, genomic survey s 
equence . //4 . 8e-30 : 171 : 96//AQ1 16793 

F-MAMMA1000616//HS_3176_A1_E06_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3176Cdl=llRow=I, genomic survey 
sequence . //4 . 7e-28 : 287 : 79//AQ300310 

F-MAMMA1000621//Human DNA sequence *** SEQUENCING IN PROGRESS *«* from c 
lone 273F20, WORKING DRAFT SEQUENCE. //O. 015: 478 :58//AL034371 
F-MAMMA1000623 

F-MAMMA1000625//DNA encoding Hepatitis C virus antigen. //0.93:196:61//E0 
6898 

F-MAMMA1000643//Homo sapiens nephrocystin (NPHPl) mRNA, partial cds.//0. 
95:365:59//AF023674 

F-MAMMA1000664//HS_3096_B1_C02_MR CIT Approved Human Genomic Sperm Libra 
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ry D Homo sapiens genomic clone Plate=3096 Col=3 Row=F, genomic survey s 
equence , //2 . 7e-51 : 257 : 99//AQ145137 

F-MAMMA1000669//Homo sapiens chromosome 19, cosmid R26908, complete sequ 
ence J 12. Oe-66 : 586 : 67//AC004785 

F-MAMMA1000670//HS_224332_A08,MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2243 Col=16 Row=B, genomic survey 
sequence . //8 . 7e-05 : 94 : 80// AQ153650 

F-MAMMA1000672//MUS musculus clone OST8270, genomic survey sequence. //3. 

9e-64:47l:81//AF046705 

F-MAMMA1000684//Suid herpesvirus 1 Rsp40 mRNA, partial cds.//1.2e-07:l86 
:67//U27489 

F-MAMMA1000696//Human oligodendrocyte myelin glycoprotein (QMG) exons 1- 
2; neurofibromatosis 1 (NFl) exons 28-49; ecotropic viral integration si 
te 2B (EVI2B) exons 1-2; ecotropic viral integration site 2A (EVI2A) exo 
ns 1-2; adenylate kinase (AK3) exons l-2,//3.0e-53:653:70//L05367 
F-MAMMA1000707//CIT-HSP-2302019.TR CIT-HSP Homo sapiens genomic clone 23 
02019, genomic survey sequence. //I, 8e-08: 131: 77//AQ017947 
F-MAMMA1000713//Rattus norvegicus clonel polymeric immunoglobulin recept 
or mRNA 3' untranslated region, OA rich region, and microsatel 1 i tes with 
rr A _>"^iViT pV a npo • i q7I *k'7//ttoO'7«9 

VIVJXi 1 ^ A w V waivK. VIA A \,m. M.\f m.^ \, J. / / \/.\/0£j« 1.KJ-X. • \J i / /'OV/Vfviu 

F-MAMMA1000714//Chicken hsp90 gene for 90 kDa-heat shock protein 5' -end. 
//I. 0:266:61/7X15028 

F-MAMMA1000718//CIT-HSP-2171B10.TF CIT-HSP Homo sapiens genomic clone 21 
71B10, genomic survey sequence. //3.6e-05: 289 :60//B95401 
F-MAMMA1000720//Homo sapiens chromosome 19, cosmid R33632, complete sequ 
ence . //4 . 4e-184 : 842 : 98//AC005781 

F-MAMMA1000723//Homo sapiens clone DJ0892G19, complete sequence. //8.8e-0 
5:430:60//AC004917 

F-MAMMA1000731//Drosbphila melanogaster DNA sequence (PI DS07049 (D133)) 



2 6 6 8 



ajiiE# 2002-3046780 



#2000—183767 



, complete sequence. //3.8e-55:796:66//AC004274 

F-MAMMA1000732//Homo sapiens chromosome 21q22.3 PAC 141B3, complete sequ 
ence, containing ribosomal protein homoiogue pseudogene L23a.//6.6e-77:5 
55:74//AF064859 

F-MAMMA1000733//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** 

from MAL1P6, WORKING DRAFT SEQUENCE. //O. 98: 479 :58//AL031749 
F-MAMMA1000734//Homo sapiens SEC63 (SEC63) mRNA, complete cds.//7.3e-168 
:802:98//AF100141 

F-MAMMA1000738//S.cerevisiae chromosome XIV reading frame ORF YNL132w.// 
8.6e-31:626:63//Z71408 

F-MAMMA1000744//Gori 1 la Alu-repetitive sequence in beta-globin gene clus 
ter . //2 . 7e-54: 410 : 82//X06123 

F-MAMMA1000746//Homo sapiens Chromosome 16 BAG clone CIT987SK-A-10F4, co 
mp 1 ete sequence . //3 . 7e-109 : 779 : 83//AC004158 

F-MAMMA1000752//Homo sapiens clone RG219E16, WORKING DRAFT SEQUENCE, 3 u 
nordered pieces. //I. 2e-20:444:63//AC005075 

F-MAMMA1000760//Homo sapiens clone RG015P03, complete sequence. //1.5e-44 
:403:79//AC005048 

F-MAMMA1000761//Homo sapiens Chromosome 7 BAG Clone 239cl0, WORKING DRAF 
T SEQUENCE , 9 unordered pi eces . //2 . 3e-22 : 159: 81 //AC004166 
F-MAMfIA1000775//Homo sapiens chromosome 17, clone hRPK.849_N_15, complet 
e sequence. //I. 3e-51: 789: 68//AC005703 

F-MAMMA1000776//Human DNA sequence from BAG 57G9 on chromosome 22ql2.1 G 
on tains ESTs, CA repeat, GSS.//5.7e-40:238:78//Z95116 

F-MAMMA1000778//Human DNA sequence *«* SEQUENCING IN PROGRESS *«* from c 
lone 153G14, WORKING DRAFT SEQUENCE. //7.6e-29:222:84//AL031118 
F-MAMMA1000782//Human 2,4-dienoyl-CoA reductase gene, exon 9. //O. 90: 137: 
62//U94987 

F-MAMMA1000798//*** SEQUENCING IN PROGRESS *** EPMl/APECED region of chr 
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omosome 21 i clones A68E8, B127P21, B173L3, B23N8, C1242C9, C579E2, A70B6 
, B159G9, B175D10, B52C10, C124G1 Note: Sequencing in this region has be 
en discontinued by the Stanford Human Genome Center, WORKING DRAFT SEQUE 
NCE, 50 unordered pieces. //0.00058:163:71//AC003656 

F-MAMMA1000802//Homo sapiens chromosome 19, cosmid R33729, complete sequ 
ence. //6 . 3e-151 :714: 99//AC005339 

F-MAMMA1000824//Homo sapiens 12pl3.3 BAG RPCI11-543P15 (Roswell Park Can 
cer Institute Human BAG Library) complete sequence. //4.2e-104:503:99//AC 

005912 

F-MAMMA1000831//Homo sapiens clone UWGC:gl211al39, complete sequence. //O 
.76:302:58//AC005502 

F-MAMMA1000839//Human BAG clone RG013L03 from 7q21, complete sequence.// 

1 . 9e-54 : 322 : 68//AC002456 

F.-MAMMA1000841//Human DNA sequence *«* SEQUENCING IN PROGRESS *** from c 
lone 968D22, WORKING DRAFT SEQUENCE. //6.7e-140: 647 :92//AL023755 
F-MAMMA1000842//, complete sequence. //0.0068:499:59//AC005817 
F-MAMMA1000843//Plasmodium falciparum 3D7 chromosome 12 PFYAC588 genomic 
sequence, WORKING DRAFT SEQUENCE, 2 unordered pieces. //O. 13:439:59//AC0 
04710 

"F-MAMMAl 000845/7P I asifod ium" f ia Ic i paf um DNA " ««« "SEQUENC ING I N~PROGRESS *«* 

from MAL4P1, WORKING DRAFT SEQUENCE. //2.2e-05: 208 :64//AL034557 
F-MAMMA1000851//Gal 1 us domes ticus filamin gene 5' region, partial cds.// 
0.86: 193:63/ /U00146 

F-MAMMA1000855//Human minisatel 1 i te region detected by myoglobin 33-repe 
at probe, clone lambda 33. 10.//0.08l:229:62//M30549 

F-MAMMA1000856//B.taurus microsatel 1 ite marker ETH8 (D6S3) DNA. //O. 0024: 
253:60//Z22747 

F-MAMMA1000859//Sequence 6 from Patent W09722695.//2.3e-79:533:82//A6355 
3 
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F-MAMMA1000862 

F-MAMMA1000863//Homo sapiens genomic DNA, chromosome 21qll.l, segment 21 

/28, WORKING DRAFT SEQUENCE. //l.Oe-28: 439 :64//AP000050 

F-MAMMA1000865 

F-MAMMA1000867//CIT-HSP-2385J8.TR.1 CIT-HSP Homo sapiens genomic clone 2 
385J8, genomic survey sequence. //O. 00017: 158:70//AQ240906 
F-MAMMA1000875//Homo sapiens DNA sequence from PAC 232G24 on chromosome 
Xq27.1-q27.3. Contains two exons similar to MAGE gene family, EST, CA re 
peat, STS, complete sequence. //I. 0:121:68//AL022152 

F-MAMMA1000876//Homo sapiens clone HS19.6 Alu-Ya5 sequence. //8.4e-41: 185 
:90//AF015152 

F-MAMMA1000877//Homo sapiens DNA sequence from clone 78F24 on chromosome 

22ql2. 1-12.3. Contains one exon of an Qxysterol-binding protein (OSBP) 
LIKE gene. Contains GSSs and an STS, complete sequence. //8.3e-57: 522: 75/ 
/AL022336 

F-MAMMA1000880//Homo sapiens full length insert cDNA clone ZD54A10.//5.2 
e-26:143:100//AF086327 

F-MAMMA1000883//Human DNA sequence from clone 786D3 on chromosome 22ql3. 
31-33 Contains GSS, complete sequence.//©. 99: 225 :63//AL023801 
F-MAMMA10OO897//R.norvegicus mRNA for- plasma protein. //4.8e-07;479:58/yY ' 
11283 

F-MAMMA1000905//F26L5TRB IGF Arabidopsis thaliana genomic clone F26L5, g 
enomic survey sequence. //O. 94: 115: 66//B61433 

F-MAMMA1000906//HS_3110_B2_A11_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3110 Col=22 Row=B, genomic survey 
sequence . //2 . 5e-63 : 548 : 78//AQ182819 

F-MAMMA1000908//Human DNA sequence *** SEQUENCING IN PROGRESS **« from c 
lone 27K12, WORKING DRAFT SEQUENCE. //5.2e-80: 480: 90// AL033397 
F-MAMMA1000914//Plasmodium falciparum MAL3P8, complete sequence. //7.6e-0 
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9:596:58//AL034560 

F-MAMMA1000921//CIT-HSP-2171D8.TR CIT-HSP Homo sapiens genomic clone 217 
1D8, genomic survey sequence. //6.6e-07: 249 :66//B89575 

F-MAMMA1000931//Homo sapiens clone DJ0892G19, complete sequence. //2.9e-4 

3:415:66//AC004917 

F-MAMMA1000940//HS-1056-A2-E02-MF.abi CIT Human Genomic Sperm Library C 
Homo sapiens genomic clone Plate=CT 778 Col=4 Row=I, genomic survey sequ 
ence . //6 . le-44 : 235 : 78//B47296 

F-MAMMA1000941//Homo sapiens Chromosome 16 BAG clone CIT987-SKA-113A6 
complete genomic sequence, complete sequence. //9.4e-48: 443: 75//AG002299 
F-MAHMA1000942//Human DNA sequence from clone gi4P14 on chromosome Xq23 
Contains calpain-like protease gene, DCX (doublecortin) ESTs, CA repeat, 

GSS, complete sequence. //I. 8e-14: 175:76//AL031117 
F-MAMMA1000943//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic 

sequence, WORKING DRAFT SEQUENCE, 5 unordered pieces.//0. 0082: 684 :56//A 
C005308 

F-MAMMA1000956//Homo sapiens chromosome 16, cosmid clone 363E3 (LANL) , c 
omplete sequence. //3.3e-30: 530 :67//AC004643 

F-MAMMA1000957//HS_3039_A2_C08_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo~sapiens genomic clone Plate=3039 Col-16 Row=Es genomic survey 
sequence. //I . 3e-72 : 390 : 94//AQ155121 

F-MAMMA1000962//Homo sapiens clone DJ0756H11, WORKING DRAFT SEQUENCE, 5 
unordered pieces. //I. 8e-58:318:86//AC006001 

F-NAMMA1000968//Homo sapiens DNA sequence from clone 511B24 on chromosom 
e 20ql 1.2-12. Contains the TOPI gene for Topoisomerase I, the PLCGl gene 
for 1-Phosphatidyl inositol-4,5-Bisphosphate Phosphodiesterase Gamma 1 ( 
EC 3.1.4.11, PLC-Gamma-1, Phosphol ipase C-Gamma-1 PLC-II, PLC-148) , the 
KIAA0395 gene for a probable Zinc Finger Homeobox protein and a 60S Ribo 
somal Protein L23 LIKE pseudqgene. Contains a predicted CpG island, ESTs 
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, STSs and GSSs, complete sequence. //I. 4e-18:396:65//AL022394 
F-MAMMA1000975//Human DNA sequence from clone 34417 on chromosome Xpll.2 
1-11.3. Contains a Keratin, Type II Cytoskeletal 8 (Cytokeratin 8, CYK8, 
KRT8) pseudogene, ESTs and a GSS, complete sequence. //I. 4e-79:690:77//A 

L024458 

F-MAMMA1000979//Homo sapiens PAC clone DJ1186C01 from 7q21.2-q31.1, comp 
lete sequence. //0.089:214:66//AC004991 

F-MAMMA1000987//Human PAC clone DJ527C21 from Xq23, complete sequence.// 

1 . le-58 : 458 : 82//AC000114 

F-MAMMA1000998//Human DNA sequence from PAC 997K18 on chromosome 20pl2. 
Contains ESTs and CA repeat. //I. le-05:439:62//AL021406 
F-MAMMA1001003//Homo sapiens DNA sequence from PAC 93L7 on chromosome Xq 
21. Contains part of the CHM (TCD, REPl) gene coding for RAB Escort prot 
ein 1 (REP-1, RAB proteins geranylgeranyl transferase component A 1, Chor 
oideraenia protein, Tapetochoroidal Dystrophy (TCD) protein). Contains E 
STs and an STS, complete sequence. //O. 24: 166 :68//AL022401 
F-MAMMA1001008//Homo sapiens «** SEQUENCING IN PROGRESS ***, WORKING DRA 
FT SEQUENCE. //I . 6e-103: 139: 99//AJ011929 

F-MAMMA1001021//Homo sapiens clone 24544 beta-dystrobrevin mRNA, partial 

cds . 11%. .5e-48 : 465 : 76//AF070567 - " 
F-MAMMA1001024//CITBI-E1-2501L21.TF.1 CITBI-El Homo sapiens genomic clon 
e 2501L21, genomic survey sequence. //I. 0:175:62//AQ241701 
F-MAMMA1001030//Homo sapiens G protein-coupled receptor LGR5 (LGR5) mRNA 
, complete cds.//l.le-30:753:61//AF061444 

F-MAMMA1001035//Human Chromosome 16 BAC clone CIT987SK-A-1000D7, complet 
e sequence . //7 . 9e-24 : 256 : 76// AC002990 

F-MAMMA1001038//CIT-HSP-2284N21.TF CIT-HSP Homo sapiens genomic clone 22 
84N21, genomic survey sequence. //O. 96: 78 :75//AQ000903 

F-MAMMA1001041//Chicken mRNA for alpha-actinin, complete cds.//2.8e-09:3 
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55:63//D26597 

F-MAMMA1001050//Homo sapiens BAG clone RG060P12 from 7q21, complete sequ 
ence . //2 . 6e-40 : 378 : 76// AC002457 

F-MAMMA1001059//Mouse RNA helicase and RNA-dependent ATPase from the DEA 
D box family mRNA, complete cds.//4.8e-97:661:83//L25125 
F-MAMMA1001067//Homo sapiens genomic intron breakpoint sequence of MLL r 
earrangement , 285 bp.//2.8e-18: 110: 100//AJ000169 

F-MAMMA1001073//HS_3046_A2_G08_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3046 Col=16 Roiv=H, genomic survey 
sequence . // 1 . 0 : 142 : 68// AQ098420 

F-MAMMA1001074//Human DNA sequence *** SEQUENCING IN PROGRESS **« from c 
lone 455J7, WORKING DRAFT SEQUENCE. //I. 2e-23:386:70//AL031733 
F-MAMMA1001075//Homo sapiens (clone F4) transmembrane protein mRNA seque 
nce.//l.le-27:559:65//L09749 

F-MAMMA1001078//Homo sapiens chromosome 17, clone hRPK.346_K_10, complet 
e sequence . //2 . Oe-22 : 334 : 69//AC006120 

F-MAMMA1001080//Human immunoglobulin heavy chain variable region (VH III 

family) from IgM rheumatoid factor. //6.4e-58:327:92//L29155 
F-MAMMA1001082//Homo sapiens Xp22 GSHB-314C4 (Genome Systems Human BAC 1 
ibrary) complete s^equence.//3:8e-87:695t77//AC004087 ~ 

F-MAMMA1001091//Homo sapiens chromosome 19, cosmid F21967, complete sequ 

ence.//7.0e-05:594:60//AC005256 • 

F-MAMA1001092//Human DNA sequence from PAC 49C23 on chromosome X contai 
ns ma late dehydrogenase pseudogene and STS.//1.6e-91:174:87//Z93019 
F-MAMMA1001105//Homo sapiens OVO-like 1 binding protein (OVOLl) mRNA, co 
mpl ete cds. //6 . 4e-23: 507: 66//AF016045 

F-MAMMA1001110//Homo sapiens chromosome 19, cosmid F16815, complete sequ 
ence . //O . 77 : 316 : 60// AC004637 

F-MAMMA1001126//Homo sapiens PAC 50H2 in the CUTLl locus, complete seque 
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nee . //3 . 3e-2 1 : 237 : 73// AF047825 

F-MAMMA1001133//Human DNA sequence from BAG 57G9 on chromosome 22ql2.1 C 
ontains ESTs, CA repeat, CSS. 7/0.97:202: 63/ /Z951 16 

F-MAMMA1001139//tricarboxylate carrier [rats, liver, mRNA Partial, 2986 
nt] .//l-6e-84:406:82//S70011 

F-MAMMA1001143//Homo sapiens DNA sequence from cosmid N75B3 on chromosom 
e 22 Contains EST, exon trap, complete sequence. //I. 3e-14:182:76//AL0223 
39 

F-MAMMA1001145//Human DNA sequence from cosmid cUUSGll, between markers 
DXS6791 and DXS8038 on chromosome X contains ESTs and STS.//5.2e-87:714 
:78//Z71187 

F-MAMMA1001154//CIT-HSP-2341D13.TF CIT-HSP Homo sapiens genomic clone 23 
41D13, genomic survey sequence.//©. 00051: 249: 61//AQ055735 
F-MAMMA1001161//Homo sapiens chromosome 14, BAG GITB-135H17 containing 
the RAD51L1 gene, complete sequence. //2.2e-30:410:70//AG004518 
F-MAMMA1001162//Homo sapiens full length insert cDNA clone ZA79G01.//2.4 
e-13:87:100//AF086123 

F-MAMMA1001181//I1US musculus G2G12 unknown mRNA, partial cds.//9.3e-15:4 
32:60//U31629 

F-MAMMAl00n86//Komo sapiens chrdmosoae 17,. clone hRPK . 74_E_22 , complet 

e sequence . //6 . 8e-57 : 670 : 72//AG005696 

F-MAMMA1001191 

F-MAMMA1001198//MUS musculus epslSR mRNA, complete cds.//1.5e-117:759:84 

//U29156 

F-MAMMA1001202 

F-MAMMA1001203//Homo sapiens chromosome 17, clone hRPK.22_N_12, WORKING 

DRAFT SEQUENCE, 2 ordered pieces. //I. 5e-161:764:98//AC005412 
F-MAMMA1001206//Homo sapiens chromosome 17, clone HCIT421K24, complete s 
equence . //5 . le-30 : 535 : 65//AC004099 
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F-MAMMA1001215//Homo sapiens chromosome 19, CIT-HSP BAG 470n8, complete 
sequence . //8 . 4e-182 : 860 : 98// AC005393 

F-MAMMA1001220//Homo sapiens PAC clone DJ0745K06 from 7q31, complete seq 
uence . //7 . 7e-58 : 690 : 70//AC004875 

F-MAMMA1001222//Mouse loricrin mRNA, complete cds.//2.7e-07:624:58//M343 
98 

F-MAMMA1001243//Homo sapiens chromosome 17, clone hRPK.192_H_23, comple 

te sequence. //O. 91: 177 :66//AC005726 

F-MAMMA1001244 

F-MAMMA1001249//Human 28S ribosomal RNA psuedogenes and alu repeat regio 
n sequence . //6 . 7e-09 : 502 : 58//U67616 

F-NAHMA1001256//Human DNA sequence from clone 441J1 on chromosome 6p24 C 
ontains STS, GSS, complete sequence. //5.0e-37:342:80//Z99495 
F-MAMMA1001259 

F-MAMMA1001260//Homo sapiens mRNA for KIAA0661 protein, complete cds.//8 
. 7e-40 : 659: 64//AB014561 

F-MAMMA1001268//Homo sapiens PAC clone DJ0844F09 from 7pl2-pl3, complete 

sequence . //4 . 9e-43 : 265 : 81 // AC004453 
F-MAMMA1001271//Salmo salar DNA for a cryptic repeat.//2.6e-06:31l:63//A 
J012206 " ■ ■ " - . . - . - . 

F-MAMMA1001274//Homo sapiens clone DJ0607J02, WORKING DRAFT SEQUENGE, 12 

unordered pieces.//6.6e-70:327:83//AC004840 
F-MAMMA1001280//Homo sapiens Xp22 bins 87-93 PAG RPGI1-122K4 (Roswell Pa 
rk Gancer Institute Human PAG Library) complete sequence. //l.Oe-05: 276: 6 
6//AG003035 

F-MAMMA1001292//Human DNA sequence from clone 1170K4 on chromosome 22ql2 
.2-13.1. Contains three novel genes, one of which codes for a Trypsin fa 
mily protein with class A LDL receptor domains, and the IL2RB gene for I 
nterleukin 2 Receptor, Beta (IL-2 Receptor, GD122 antigen). Contains a p 
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utative CpG island, ESTs, and GSSs, complete sequence. //3.6e-98: 199:98// 
AL022314 

F-MAMMA1001296//RPCI11-38B4.TV RPCI-11 Homo sapiens genomic clone RPCI-1 
1-38B4, genomic survey sequence. //4.7e-33: 292 :71//AQ030084 
F-MAMMA1001298//Homo sapiens chromosome 17, clone hRPK.849_N_15, complet 
e sequence. //I. 6e-182: 860 :98//AC005703 

F-MAMMA1001305//Human DNA sequence from clone 116F5 on chromosome 22ql3. 
Contains part of an unknown gene and part of a RhoGAP (CDC42 GTPAse Act 
ivating Protein) LIKE gene. Contains ESTs, STSs, GSSs, genomic marker D2 
2S1168 and a CA repeat polymorphism, complete sequence. //I. 9e-70: 163:97/ 
/Z93244 

F-MAMMA1001322//Human DNA sequence from clone 774124 on chromosome lq24. 
1-24.3 Contains protein similar to pregnancy-associated plasma protein A 
precursor neuronal migration protein astrotactin, ESTs, STS and GSS, co 
mpiete sequence. //2.6e-19: 379 :68//AL031290 

F-MAMMA1001324//Human DNA sequence «** SEQUENCING IN PROGRESS «*« from c 
lone 197L1, WORKING DRAFT SEQUENCE. //4.5e-13l: 751 :90//AL031390 
F-MAMMA1001330 

F-MAMMA1001341//SUS scrof a. //I . 6e-36 : 420 : 73//Z46906 

- -171-MiMMi rnm<lA<*77p 1 n«ihrirf i liin a i r i nnriim nNi' x*x " SPOUFWr TMP." TM PROnRFSS"*** . 

from MALIPI, WORKING DRAFT SEQUENCE. //I. le-05:818:58//AL031744 
F-MAMMA1001346 

F-MAMMA1001383//Homo sapiens, WORKING DRAFT SEQUENCE, 52 unordered piece 
s . //2 . Oe-44: 505 : 74//AC004086 

F-MAMMA1001388//Human IGF binding protein complex acid-labile subunit a 
mRNA, complete cds.//1.5e-07:415:58//M86826 

F-MAHMA1001397//Human DNA sequence from clone 462D8 on chromosome 22qll. 
21-12.1 Contains EST, STS and GSS, complete sequence. //I. 6e-23:209:75//A 
. L022332 
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F-MAMMA1001408//HS_3242_A1_H11_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3242 Col=21 Row=0, genomic survey 
sequence . //2 . 7e-07 : 181 : 69//AQ207300 

F-NAHMA1001411//Homo sapiens autosomal dominant polycystic kidney diseas 
e type II protein (PKD2) gene, exon 14.//0.98: 120:68//AF004872 
F-MAMMA1001419//HS_2053_B1_F12_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2053 Col=23 Roh=L, genomic survey 
sequence J /1. 9e-75 : 424 : 93//AQ244585 

F-MAMMA1001420//Homo sapiens chromosome 4 clone B203C23 map 4q25, comple 
te sequence. //2.4e-09:l 99 :70//AC004049 

F-MAMMA1001435//Homo sapiens chromosome 16pll.2 BAG clone CIT987SK-20110 
4, WORKING DRAFT SEQUENCE, 4 unordered pieces.//5. le-42:558:69//AC004529 
F-MAMMA1001442//Plasmodium falciparum chromosome 2, section 37 of 73 of 
the complete sequence. //0.0019:516:56//AE001400 

F-MAMMA1001446//Homo sapiens Xp22 BAG GSHB-519E5 (Genome Systems Human B 
AC library) complete sequence. //3.6e-42: 486 :70//AC003684 
F-MAMMA1001452//RPCI11-48022.TJ RPCIll Homo sapiens genomic clone R-4802 
2, genomic survey sequence. //5.3e-87:423:98//AQ199294 

F-MAMMA1001465//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 414D7, WORKING DRAFT SEQUENGE.//0.0003S:114:75//AL033543 
F-MAMMA1001476//MUS musculus uridine kinase mRNA, partial cds. //4. le-99: 
604:87//L31783 

F-MAMMA1001487//Homo sapiens clone DJ1070G24, WORKING DRAFT SEQUENCE, 12 

unordered pieces. //I. Oe-13: 158:77//AC005486 
F-MAMMA1001501 //Human mRNA for calcium activated neutral protease large 
subunit (muCANP, calpain, EC 3.4.22. 17) .//9.6e-52:438:81//X04366 
F-MAMMA1001502//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 356B7, WORKING DRAFT SEQUENCE. //3.7e-152: 720 :99//AL031714 
F-MAMMA1001510//Human PAC clone DJ43804 from 22ql2.1-qter, complete sequ 
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ence. //I . le-05: 371 :61//AC002378 

F-MAMMA1001522 

F-MAMMA1001547 

F-MAMMA1001551//Homo sapiens mRNA for KIAA0462 protein, partial cds.//2. 

38-128 : 614 : 98//AB007931 

F-MAMMA1001575//Human Chromosome 16 BAG clone CIT987SK-A-815A9, complete 

sequence . //O . 97 : 154 : 68//AF00 1548 
F-MAMMA1001576//Human gamma-tubul in mRNA, complete cds,//1.8e-95:529:91/ 

/M61764 

F-MAMMA1001590//Human DNA sequence from clone 125H2 on chromosome 22qll- 
12 Contains part of myosin heavy chain gene, EST, CA repeat, SIS, GSS, c 
omp 1 e te sequence J /1. 8e-07 : 1 04 : 84//Z98949 

F-MAMMA1001600//HS_3022_A2_H01_T7 GIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3022 Gol=2 Row=0, genomic survey s 
equence . //I . 6e-66 : 405 : 90//AQ163791 

F-MAMMA1001604//Human DNA sequence from clone 1114G22 on chromosome lq24 
-25 Contains EST, CA repeat, Ninenin like sequence, complete sequence.// 
0 . 00043 : 715 : 58//AL008626 

F-MAMMA1001606//jdll4 Trypanosome Shotgun M13 genomic Trypanosoma brucei 
brucei genomic clone 2G5, genomic survey sequence. //O. 19:266:62//B13685 
F-MAMMA1001620//Homo sapiens monocyte/neutrophil elastase inhibitor gene 
, complete cds.//9.7e-54:442:69//AF053630 

F-MAMMA1001627//X. boreal is ribosomal spacer DNA, with a DNasel-hypersens 
itive site.//0.14:221:62//M29833 

F-MAMMA1001630//Homo sapiens chromosome 17, clone hRPK.22_N_12, WORKING 

DRAFT SEQUENCE, 2 ordered pieces. //2.0e-47:611:71//AC005412 
F-MAMMA1001633//Human zinc finger protein (LD5-1) mRNA, complete cds.//l 
.le-42:611:67//U57796 

F-f!AMMA1001635//Human BAG clone RG072E11 from 7q21-7q22, complete sequen 
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ce.//4.0e-35:407:70//AC000118 

F-MAMMA1001649//Human DNA sequence from clone 353H6 on chromosome Xq25-2 
6.2. Contains the alternatively spliced SMARCAl gene for SWl/SNF related 
, matrix associated, actin dependent regulator of chromatin, subfamily a 
, member 1 (SNF2L1) and a 40S Ribosomal Protein S26 pseudogene. Contains 
ESTs, STSs and GSSs, complete sequence. //O. 44: 245 :63//AL022577 
F-MAMMA1001654//Mouse transcriptional control element.//0. 0025: 189 :63//M 
17284 

F-MAMMA1001663//CIT-HSP-2165E16.TR CIT-HSP Homo sapiens genomic clone 21 
65E16, genomic survey sequence. //9.7e-05: 146 :66//B95491 
F-MAMMA1001670//HS_3136_A1_G06_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3136 Col=ll Row=H, genomic survey 
sequence. //3.1e-28:237:85//AQ148779 

F-MAMMA1001671//Homo sapiens chromosome 19, cosmid F23269, complete sequ 
ence . //3 . 3e-181 : 863 : 98//AC005614 

F-MAMMA1001679//HS_3054_A1,H11_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3054 Col=21 Row=0, genomic survey 
sequence . //1 . 0 : 89 : 70.//AQ1061 18 

F-HAMHA1001683//Spermatozopsis similis mRNA for 90 kD basal apparatus-pr 

dt-e-in://8.-3e-07:480:62//Ajm 

F-MAMMA1001686//HS_3219_B1_A03_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3219 Col=5 Row=B, genomic survey s 
equence . //O . 00072 : 180 : 65// AQ180345 

F-MAMMA1001692//HS_3047_B1_B10_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3047 Col=19 Row=D, genomic survey 
sequence . //2 . 5e-94 : 459 : 98//AQ134228 

F-MAMMA1001711//Homo sapiens clone DJ0635005, WORKING DRAFT SEQUENCE, 7 
unordered pieces . //I . 2e-42 :316 : 82//AC004845 

F-MAMMA1001715//CIT-HSP-2347A14.TF CIT-HSP Homo sapiens genomic clone 23 
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47A14, genomic survey sequence. //I . le-60: 413: 87//AQ059125 
F-HAMMA1001730//Homo sapiens brain and nasopharyngeal carcinoma suscepti 
bility protein NSG-x mRNA, partial cds.//1.8e-133:846:97//AF095687 
F-MAMMA1001735//chicken brain tubulin beta chain mrna.//3.5e-110:740:84/ 

/J00913 

F-MAMMA1001740//Human DNA sequence from PAC 136017 on chromosome X conta 
ins ESTs and STS.//0.98:416:57//Z72001 

F-MAMMA1001743//Homo sapiens clone DJ0981007, complete sequence. //3.2e-l 

6:194:75//AC006017 

F-MA}1MA1001744//Homo sapiens DNA sequence from clone 46618 on chromosome 
Xqll. 1-13.2. Contains an unknown gene similar to Coagulation Factor V ( 
Activated Protein C Cofactor), Coagulation Factor VIII (Procoagulant Com 
ponent) and Ceruloplasmin (EC 1.16.3,1, Ferroxidase) . Contains ESTs and 
an STS, complete sequence. //O. 0036: 181: 66//AL030998 

F-MAMMA1001745//Homo sapiens BAC clone 529F11 from 8q21, complete sequen 
ce . //I . 2e-60 : 822 : 68//AF070718 

F-MAMMA 100 1751 //Human potassium channel KCNOl mRNA, complete cds.//1.2e- 

35:583:65//U90065 

F-MAMMA1001754//BOS taurus vacuolar proton pump subunit SFD alpha isofor 
m (SFD) mRNA, complete cds.//8.4e-102: 627: 87//AF041338 - 
F-MAMMA1001757//HS_2058_B2_C04_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2058 Co 1=8 Row=F, genomic survey s 
equence.//1.7e-24:173:88//AQ243865 

F-MAMMA 100 1760 //Human DNA sequence from clone 354N19 on chromosome 6q22. 

Contains the 3' part of the gene for Mannosyl-Ql igosaccharide Alpha-1,2 
-Mannosidase (Man(9)-alpha-mannosidase, EC 3.2.1.113), a Cytochrome C Ox 
idase Polypeptide I (EC 1.9.3.1) pseudogene and a pseudogene similar to 
60S Ribosomal Protein L13A. Contains genomic markers D6S287 and D6S1696, 

ESTs, STSs, GSSs and two CA repeat polymorphisms, complete sequence. //6 
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. 6e-76 : 349: 87//AL022722 

F-MAMMA1001764//Saccharomyces douglasii mitochondrial cytochrome c oxida 
se subunit I (COXI) gene, complete Gds.//0.23:633:57//M97514 
F-MAMMA1001768//Bovine herpesvirus 1 complete genome. //2.3e-l 1:547: 60// A 

J004801 

F-MAMMA1001769//Homo sapiens 12ql3.1 PAC RPCI1-228P16 (Roswell Park Cane 
er Institute Human PAC Library) complete sequence. //I. le-76:509:78//AC00 
4801 

F-MAMMA1001771//M.musculus mRNA for semaphorin B.//2.7e-106:744:82//X859 
91 

F-MAMMA1001783//Human PAC clone 127H14 from 12q, complete sequence. //6.0 
e-20 : 228: 75//AC002563 

F-MAMMA1001785 

F-MAMMA1001788//Human DNA sequence from clone 425C14 on chromosome 6q22 
Contains the HSF2 gene for Heat Shock Factor 2 (Heat Shock Transcription 

Factor 2, HSTF 2) and- an unknown gene similar to the placental protein 
DIFF33 gene. Contains ESTs, STSs and GSSs, complete sequence. //5.0e-05:l 
52:74//Z99129 

F-MAMMA1001790//Homo sapiens chromosome 12pl3.3 clone RPCI3-454B23, WORK 
ING DRAFT SEQUENCE, 48 unordered pieces. //4:5e-53:318:807/AC0;05845 
F-HAMMA1001806//Homo sapiens chromosome 19, cosmid R29368, complete sequ 
ence . //I . 0 : 131 : 67//AC004262 

F-MAMMA1001812//Human Chromosome X clone bWXD187, complete sequence. //3. 
Oe-34 : 257 : 83//AC004383 

F-MAMMA1001815//Homo sapiens PAC clone DJ0850G01 from 7q21.2-q22, comple 
te sequence. //5 . 2e-61 : 516 : 79//AC004128 

F-MAMMA1001817//Homo sapiens 12q24 PAC RPCI1-261P5 (Roswell Park Cancer 
Institute Human PAC library) complete sequence. //3. le-32:295:78//AC00403 
1 
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F-MAMMA1001818//Homo sapiens chromosome 21q22.3, PAC clones 314N7, 225L1 
5, BAG clone 7B7, complete sequence bases 1. .333303.//0.71: 179:67//AJ011 
930 

F-MAMMA1001820//Rattus norvegicus mRNA for PAG608 gene.//3.0e-91:726:79/ 

/Y13148 

F-MAMMA1001824//HS_3108_A1_G12_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3108 Col=23 Row=M, genomic survey 
sequence . //3 . 4e-05 : 1 19: 74//AQ107508 

F-MAMMA 100 1836/ /Homo sapiens chromosome 18, clone hRPK.537_E_l , complete 

sequence . //3 . 4e-45 : 312 : 85//AC0062 1 1 
F-MAMMA1001837//Rattus norvegicus zinc finger protein Yl (RLZF-Y) mRNA, 
complete cds. //4. 5e-5 1:480: 75// AF052042 

F-MAMMA1001848//CITBI-E1-2516P17.TF CITBI-El Homo sapiens genomic clone 

2516P17, genomic survey sequence. //I. 0e-100:488:98//AQ279620 

F-HAMMA 100 1851 //Human DNA from overlapping chromosome ig-specific cosmid 

s R30072 and R28588, genomic sequence, complete sequence. //5. le-07: 197:6 

7//AC002390 

F-MAMMA1001854 

F-MAMMA1001858//RPCI11-11L22.TP RPCI-11 Hoino sapiens genomic clone RPCI- 
11-11L22", genomic survey "sequence. //0. 091 : 161 :65/7B75631 
F-MAMMA1001864//Human PAC clone DJ0205E24 from Xq23, complete sequence./ 
/2.6e-09:397:61//AC003013 

F-MAMMA1001868//HS_2196_B2_A12_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2196 Col=24 Row=B, genomic survey 
sequence. //5 . 8e-13: 86 : 100//AQ032455 

F-MAMMA1001874//H. sapiens CpG island DNA genomic Msel fragment, clone 63 
h5, reverse read cpg63h5.rtla.//1.0:127:63//Z62129 

F-MAMMA1001878//Human DNA sequence from BAG 999D10 on chromosome 22ql3.3 
. Contains two BAC end-sequences (GSSs) .//1.7e-19:372:67//Z94802 
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F-MAMMA1001880//RPCI11-90K3.TJ RPCUl Homo sapiens genomic clone R-gOK3, 
genomic survey sequence. //6.6e-ll: 362 :62//AQ283465 
F-MAMMA1001890//Human DNA sequence **« SEQUENCING IN PROGRESS *** from c 
lone 508115, WORKING DRAFT SEQUENCE. //I. 8e-45:317:86//AL021707 
F-MAMMA1001907//Human DNA sequence *«* SEQUENCING IN PROGRESS *** from c 
lone 424 J 12, WORKING DRAFT SEQUENCE. //2.7e-23: 255 :77//Z82207 
F-MAMMA1001908//HS_2225_A1_A03_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2225 Col=5 Row=A, genomic survey s 
equence . //5 . 4e-08 : 264 : 62//AQ30 1597 

F-MMMA1001931//HS_3049_B2_D09_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3049 Co 1=18 Row=H, genomic survey 
sequence. //I . 7e-47 : 295 : 90//AQ1 00157 

F-MAMMA1001956//H. sapiens DNA sequence. //0.056:233:66//Z22493 
F-MAMMA1001963//Homo sapiens adenylosuccinate lyase gene, complete cds./ 
/0.99:173:68//AF106656 

F-MAMMA1001969//Human DNA sequence from cosmid 232L22, between markers D 
XS366 and DXS87 on chromosome X contains ESTs glycerol kinase pseudogene 
. //5 . 3e-63 : 479 : 78/ /Z73986 

F-MAMMA1001970//Homo sapiens BAC clone BK085E05 from 22ql2.1-qter, compl 
ete sequence. //I. 4e-126:698:93//AC003071 

F-MAMMA1001992//HS_3078_A1_A09_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3078 Col=17 Row=A, genomic survey 
sequence . //3 . 3e-08 : 257 : 65// AQ143646 

F-MAMMA1002009//Homo sapiens chromosome 17, clone hRPK.214_0_l , complete 

sequence. //I .5e-07: 244: 62//AC005224 
F-MAMMA1002011//HS_3252_B1_B05_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3252 Col=9 Row=D, genomic survey s 
equence. //1.3e-07: 170 :69//AQ3047 11 

F-MAMMA1002032//Homo sapiens chromosome 12pl3.3, WORKING DRAFT SEQUENCE, 
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37 unordered pieces. //2.1e-34:315:79//AC004803 
F-MAMMA1002033//HS_3023_A2_G04_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3023 Col=8 Row=M, genomic survey s 
equence . //4 . 3e-69 : 366 : 94// AQl 05493 

F-MAMMA1002041//Genomic sequence from Human 9q34, complete sequence. //5. 
3e-85 : 439 : 82//AC001227 

F-MAMMA1002042//Homo sapiens chromosome 3, clone hRPK. 165_I_16, complete 

sequence . //I . 4e-20 : 314 : 70//AC005669 
F-MAMMA1002047//Homo sapiens I2pl3.3 BAG RPCI11-429A20 (Roswell Park Can 
cer Institute Human BAG Library) complete sequence. //6.8e-14: 526 :62//AG0 
05906 

F-HAHMA1002056//Human DNA sequence from clone 1189B24 on chromosome Xq25 
-26.3. Contains NADH-Ubi qui none Oxidoreductase MLRQ subunit (EC 1.6.5,3, 
EC 1.6.99.3, CI-MLRQ) , Tubulin Beta and Proto-oncogene Tyrosine-protein 
Kinase FER (EC 2.7.1.112, P94-FER, C-FER, TYK3) pseudogenes, and part o 
f a novel gene similar to hypothetical proteins S. pombe C22F3.,14C and C 
. elegans C16A3.8. Contains ESTs, an STS and GSSs, complete sequence.//! 
. le-47:648:71//AL030996 

F-MAMMA1002058//Homo sapiens PAC clone DJ0732C22 from 7pll.2-pl3, comple 
ts sequence. //2.4e-19: 256: 74//AC004869 " " 

F-MAMMA1002068//Homo sapiens, clone hRPK.2_A_l, complete sequence. //5.4e 

-4l:407:78//AC006197 

F-MAMMA1002078//Human DNA sequence from PAC 106120 on chromosome 22ql2 C 
ontains ESTs and STS, complete sequence. //0.021:333:64//Z81313 
F-MAMMA1002082 

F-MAMMA1002084//Caenorhabditis elegans cosmid F28C12, complete sequence. 
//O . 032 : 469: 58//Z93380 

F-MAMMA1002093//HS_3050_B1_F06_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3050 Col=ll Row=L, genomic survey 
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sequence. //I. 0:77:71//AQ105997 

F-MAMMA1002108//Homo sapiens anion exchanger 3 gene, exons 1 and 2 and c 

omplete 5' UTR.//8.3e-10:464:60//AF017308 

F-MAMMA1002118 

F-MAMMA1002125//Hoino sapiens chromosome 17, clone HCIT217L10, complete s 
equence . // 1 . Oe-35 : 6 19 : 68//AC003962 

F-MAMMA1002132//RPCI11-78F11.TJ RPCIll Homo sapiens genomic clone R-78F1 
1, genomic survey sequence. //I. Oe-90:357:97//AQ286460 

F-MAMMA1002140//Homo sapiens 12q24 PAC RPCI1-66E7 (Roswell Park Cancer I 
nstitute Human PAC library) complete sequence. //I, 6e-45:583:64//AC004216 
F-MAMMA1002143//Human serum constituent protein (MSE55) mRNA, complete c 
ds . //6 . Oe-1 1 : 1 92 : 70//M88338 

F-MAMMA1002145//Human DNA sequence *«» SEQUENCING IN PROGRESS *** from c 
lone 102D24, WORKING DRAFT SEQUENCE. //0.0028:570:59//AL021391 
F-MAMMA1002153//HS^3005_A1_D04_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3005 Co 1=7 Row=G, genomic survey s 
equence. //4 . 9e-41 : 213: 99//AQ132213 

F-MAMMA1002155//Human DNA sequence **« SEQUENCING IN PROGRESS *** from c 
lone 462023, WORKING DRAFT SEQUENCE. //I. 2e-45:303:78//AL031431 

F-MAMMA1002158//CITBI-E1-2508P18,TR CITBI-El Homo sapiens genomic clone 
2508P18, genomic survey sequence. //7.1e-42: 255 :92//AQ266 165 
F-MAMMA1002170//Homo sapiens chromosome 17, clone HCIT187M2, complete se 
quence . //2 . Oe-81 : 604 : 81//AC004448 

F-MAMMA1002174//Homo sapiens clone UWGC:y67cl26 from 6p21, complete sequ 
ence . //3 . 2e-43 : 333 : 83//AC0042 1 2 

F-MAMMA1002198//H. sapiens thiol-specif ic antioxidant protein mRNA.//1.0e 
-34:121:98//Z22548 

F-MAMMA1002209//HS_2197_B1_E07_MR CIT Approved Human Genomic Sperm Libra 
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ry D Homo sapiens genomic clone Plate=2197 Col=13 Row=J, genomic survey 
sequence. //9.6e-18:l63:84//AQ210058 

F-MAHNA10022i5//Homo sapiens anion exchanger 3 gene, exons 1 and 2 and c 
omplete 5' UTR.//6.3e-08:435:60//AF017308 

F-MAMMA1002219//Rattus norvegicus rexo70 mRNA, complete cds.//1.8e-124:7 
.52:87//AF032667 

F-MAMMA1002230//Plasmodium falciparum 3D7 chromosome 12 PFYAC588 genomic 
sequence, WORKING DRAFT SEQUENCE, 2 unordered pieces. 7/0.67:356:59/ /AGO 
04710 

F-MAMMA1002236//Rattus norvegicus initiation factor eIF-2B gamma subunit 

(eIF-2B gamma) mRNA, complete cds.//9.3e-146:836:87//U38253 
F-MAMMA1002243//Homo sapiens chromosome 17, clone hRPK. 112_H_10, complet 
e sequence. //1.4e-145: 691 :98//AC005666 

F-MAMMA1002250//Homo sapiens chromosome 16, PI clone 109-9G (LANL) , comp 
lete sequence. //6.0e-138: 660 :98//AC005600 

F-MAMMA1002267//Homo sapiens chromosome 2, PI clone 777H5 (LBNL H27) , co 
mplete sequence. //O. 066: 333 :60//AC003676 

F-MAMMA1002268//MUS musculus. sphingosine kinase (SPHKla) mRNA, partial c 
ds.//l.le-39:404:74//AF068748 

F-MAMMA1002269y/HS_3r53_Br:D03_MR GIT Appfoved" Humah Genbmic"Sperffl ribra " 
ry D Homo sapiens genomic clone Plate=3163 Gol=5 Row=H, genomic survey s 
equence . // 1 . 0 : 150 : 63//AQ171576 

F-MAMMA1002282//Human Ghromosome 16 BAG clone GIT987SK-327024, complete 
sequence .//1.5e-22:315:67//AG003108 

F-MAMMA1002292//B.garinii (strain TIsl) p83/100 gene (partial) . //O. 73:20 
0:64//X81533 

F-MAMMA1002293//Homo sapiens clone DJ1147A01, WORKING DRAFT SEQUENCE, 25 

unordered pieces. //I. 6e-56: 408 :75//AG006023 
F-MAMMA1002294//Sequence 2 from Patent W09516779.//1.8e-06:401:62//A4525 
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F-MAMMA1002297 

F-NAHMA1002298//Homo sapiens DNA from chromosome 19, cosmid R29144, comp 
lete sequence. //0.0056:525:61//AC004221 

F-MAMMA1002299//CIT-HSP-2345B2.TR CIT-HSP Homo sapiens genomic clone 234 
5B2, genomic survey sequence. //I. 2e-90: 446 :98//AQ053994 
F-MAMMA1002308//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 850H21, WORKING DRAFT SEQUENCE. //I. 3e-35:329:78//AL031880 
F-MAMMA1002310//Human gastric (H+ + K+)-ATPase gene, complete cds.//0.00 
60:30l:60//J05451 

F-MAMMAl 002311 //Human Chromosome 15qll-ql3 clone pDJ276cl2 from the Prad 
er-Willi/Angelman syndrome region, WORKING DRAFT SEQUENCE, 3 unordered p 

i eces . //8 . 6e-50 : 327 : 69//AC004737 

F-MAMMA1002312//Homo sapiens DNA sequence from PAC 435D1 on chromosome X 
q25. Contains ESTs and STS.//1.3e-09:74l:58//Z86064 
F-MAMMAl 002317 

F-MAMMA1002319//Homo sapiens chromosome 19, fosmid 39347, complete seque 
nee. //I . 9e-158: 746 : 99//AC005756 

F-MAMMAl 002322//Homo sapiens Chromosome llpl4.3 PAC clone pDJ1034g4, com 

plete sequence. //.5.3e-52: 6 17 :70/yAC004796 

F-MANMA1002329//Homo sapiens RaP2 interacting protein 8 (RPIP8) mRNA, co 
mplete cds.//0.22:l43:67//U93871 

F-MAMMAl 002332//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 30G7, WORKING DRAFT SEQUENCE. //I. 6e-31: 287 :74//AL034402 
F-MAMMA1002333//Mycobacterium tuberculosis H37Rv complete genome; segmen 
t 148/162. //2.5e-09:674:59//AL022022 

F-MAMMA1002339//Homo sapiens chromosome 21q22.3, cosmid clone Q4H9 compl 
ete sequence bases 1. .41604. //2. le-57:522:77//AJ011932 
F-MAMMA1002347//Homo sapiens BAC clone RG136N17 from 7pl5-p21, complete 
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sequence , //2 . Oe-14 : 258 : 69//AC004129 

F-MAMMA1002351//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 1059H15, WORKING DRAFT SEQUENCE. //7.8e-132: 723: 91//AL022100 
F-MAMMA1002352//Human DNA sequence *** SEQUENCING IN PROGRESS *«* from c 
lone 12803, WORKING DRAFT SEQUENCE. //5.8e-17: 326 :70//Z98742 
F-MAMMA1002353//Homo sapiens clone DJ0292L20, WORKING DRAFT SEQUENCE, 2 
unordered p i eces . //I . le-14: 399: 63//AC004825 

F-MAMMA1002355//Human DNA sequence ««« SEQUENCING IN PROGRESS *«« from c 
lone 109G6, WORKING DRAFT SEQUENCE. //3.7e-43: 420: 75//AL023879 
F-MAM11A1002356//Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic 
sequence, WORKING DRAFT SEQUENCE, 8 unordered p i eces. //O. 0022: 534 :59//A 
C004153 

F-MAMMA1002359//Homo sapiens 12pl3.3 PAC RPCI5-1180D12 (RosWell Park Can 
cer Institute Human PAC Library) complete sequence. //5.3e-18: 156: 75//AC0 
05831 

F-MAMMA1002360//Human DNA sequence from cosmid L21F12B, Huntington's Dis 
ease Region, chromosome 4pl6.3, contains EST.//4.9e-43:353:69//Z68885 
F-MAMMA1002361//Human DNA sequence from clone 342B11 on chromosome 22ql2 
.1-12.3. Contains ESTs and a GSS, complete sequence. //1.8e-22: 282 :74//AL 
nnftvi Q — - - 

F-MAMMA1002362//Platemys spixii CRl-like LINE, partial sequence. //O. 0005 

8:83:79//D82938 

F-MAMMA1002380//CIT-HSP-2383K24.TF CIT-HSP Homo sapiens genomic clone 23 
83K24, genomic survey sequence. //4.4e-10:85:92//AQ196889 
F-MAMMA1002384//RPCI11-80J20.TV RPCIll Homo sapiens genomic clone R-80J2 
0, genomic survey sequence. //2.7e-56: 286 :98//AQ284134 

F-MAMMA1002385//CIT-HSP-2328G13.TF CIT-HSP Homo sapiens genomic clone 23 
28G13, genomic survey sequence. //5.5e-46: 335 :84//AQ043985 
F-MAMMA1002392//Homo sapiens PAC clone DJ0797C05 from 7q31, complete seq 
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uence . //8 . 5e-29 : 273 : 78// AC004888 

F-MAMMA1002411//Human DNA sequence from clone 1044017 on chromosome XpU 
.3-11.4 Contains GSS and STS, complete sequence. //8.2e-09: 287: 63//AL0238 
75 

F-MAMMA1002413//Plasmodium falciparum (strain Dd2) variant-specific surf 
ace protein (var-1) gene, complete cds.//9.6e-08:730:57//L40608 
F-MAMMA1002417//Human DNA sequence ««« SEQUENCING IN PROGRESS *** from c 
lone 30G7, WORKING DRAFT SEQUENCE. //4.1e-06: 181: 72//AL034402 
F-MAMMA1002427//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4 
, BAC clone C0366H07; HTGS phase 1, WORKING DRAFT SEQUENCE, 28 unordered 
pieces. //I. 3e-51:593:72//AC004604 
F-MAMMA1002428 

F-MAMMA1002434//Homo sapiens DNA sequence from PAC 958B3 on chromosome X 
p22.11-Xp22.22. Contains ESTs STS and CpG island.//7.3e-56:388:81//Z9302 
3 

F-MAMMA1002446//CIT-HSP-2324022.TR CIT-HSP Homo sapiens genomic clone 23 
24022, genomic survey sequence. //2.3e-56: 302 :95//AQ027479 
F-MAMMA1002454//Homo sapiens PAC clone DJ1136G13 from 7q35-q36, complete 

sequence. //I . le-54: 190 : 94//AC005229 
F-}!AMMA1002461//Ratttis norvegicus calcium channel alpha-1 siibunit gene, 
par t i a 1 cds . //0 . 00045 : 457 : 60//U14005 

F-MAMMA1002470//Saccharomyces cerevisiae chromosome VIII cosmid 9205. //9 
.7e-33:709:60//U10556 

F-IIAMMA1002475//Homo sapiens 12pl3.3 PAC RPCI3-340I3 (Roswell Park Cance 
r Institute Human PAC Library) complete sequence. //O. 092: 506 :58//AC00467 
1 

F-MAMMA1002480//Homo sapiens clone RG228D17, WORKING DRAFT SEQUENCE, 2 u 
nor dered p i eces . //0 . 025 : 100 : 76//AC005077 

F-MAMMA1002485//Homo sapiens stanniocalcin-2 (STC-2) mRNA, complete cds. 
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//2.9e-118:560:98//AF055460 

F-MAMMA1002494//Homo sapiens Xp22-175-176 BAG GSHB-484017 (Genome System 
s Human BAG Library) complete sequence. //1.5e-22: 297 :73//AG005913 
F-MAMMA1002498//Human PAG clone DJ327A19 from Xq25-q26, complete sequenc 
e. //7 . 2e-10 : 330 : 64//AG002477 

F-MAMMA1002524//Homo sapiens huntingtin gene, partial exon.//0. 0080: 124: 
72//L49359 

F-HANMA1002530//Homo sapiens cytosolic phosphol ipase A2 gamma (cPLA2 gam 
ma) mRNA, complete cds. //I .4e-160:775:97//AF065214 

F-MAMMA1002545//Homo sapiens chromosome 17, clone hRPK.74_E_22, complet 

e sequence. //I . 9e-41 : 345 : 80//AG005696 

F-MAMMA1002554 

F-MAMMA1002556 

F-MAMMA1002566 

F-MAMMA1002571//GIT-HSP-2296N17.TR GIT-HSP Homo sapiens genomic clone 22 
96N17, genomic survey sequence. //I. 7e-07: 76 :90//AQ006579 
F-MAMMA1002573//Homo sapiens DNA, trinucleotide repeats region, clone GA 

A C27.//2,7e-08:195:70//AB018507 
F-flAMMA1002585 

F-MAMMA1002580//Hdiho sapiens BAG clone "GS250A16 from 7p21-p22, complete- 
sequence. //2 . le-26 : 361 : 69//AG005019 

F-MAMMA1002597//Human DNA sequence **« SEQUENCING IN PROGRESS *** from c 
lone 1103G7, WORKING DRAFT SEQUENCE. //I .3e-34:550:69//AL034548 
F-MAMMA1002598//H. sapiens mRNA for ribosomal protein L7.//l.le-21:123:10 
0//X57958 

F-MAMMA1002603//Homo sapiens chromosome 20, BAG clone 99 (LBNL H80) , com 
plete sequence, //0.0018:358:61//AC005220 

F-MAMMA1002612//Homo sapiens PAG clone DJ0696N01 from 7p21-p22, complete 
sequence. //2.1e-13: 336 :63//AC004861 
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F-MAMMA1002617//Hoino sapiens clone DJ1070G24, WORKING DRAFT SEQUENCE, 12 

unordered pieces. //O. 14:229:64//AC005486 
F-MAMMA1002618 

F-MAMMA1002619//Homo sapiens chromosome 21 PAC RPCIP704E14135Q2.//9.5e-7 
l:319:85//AJ010598 

F-MAMMA1002622//Homo sapiens advillin mRNA, complete cds.//1.5e-20: 157:9 
0//AF041449 

F-MAHHA1002623//Homo sapiens T-cell receptor alpha delta locus from base 
s 501613 to 752736 (section 3 of 5) of the Complete Nucleotide Sequence. 
//8 . 3e-06 : 137 : 72//AE000660 

F-MAMMA1002625//Human DNA sequence *«« SEQUENCING IN PROGRESS ««« from c 
lone 1056L3, WORKING DRAFT SEQUENCE. //I. 9e-171:819:98//AL031727 
F-MAMMA1002629/ /Human BAG clone RG385F02 from 7pl5, complete sequence.// 

4 . 8e-85 : 478 : 78// AC003093 

F-MAMMA1002636//Human POU daomain factor (Brn-3a) gene, exon 2, complete 

cds . //5 . 6e-09 : 499 : 62//U10063 
F-MAMMA1002637//MUS musculus kinesin light chain 2 (Klc2) mRNA, complete 

cds . //3 . 6e-l 15 : 785 : 82//AF055666 
F-MAMHA1002646//Homo sapiens chromoisome 2 clone 101B6 map 2pll, complete 

sequence . //I. 5e-45 : 291 :90//AC002038 
F-MAMMA1002650//Homo sapiens candidate tumor suppressor HIC-1 (HIC-1) ge 
ne, complete cds.//6.6e-06:66l:59//L41919 

F-MAMMA1002655//HS_2003_A2_A11_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2003 Col=22 Row=A, genomic survey 
sequence . //9 . Oe-15 : 1 98 : 74// AQ224233 
F-MAMMA1002662 

F-MAMMA1002665//Homo sapiens BAG clone GS588G18 from 7pl2-pl4, complete 
sequence . //I . 4e-37 : 235 : 84//AC005029 

F-MAMMA1002671//Human Cdk-inhibitor p57KIP2 (KIP2) mRNA, complete cds.// 



2 6 9 2 



ffiiE# 2002-3046780 



#2 000—183767 



0.00027: 272 :64//U22398 
F-MAMMA1002673 

F-MAMMA1002684//Homo sapiens mRNA for KIAA0214 protein, complete cds.//3 
. 7e-161 :752: 99//D86987 

F-MAMMA1002685//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 39417, WORKING DRAFT SEQUENCE. //6.2e-45: 510 :70//AL023585 
F-MAMMA1002698//HS_3024_B1_C06_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3024 Col=ll Row=F, genomic survey 
sequence. //I. 7e-10: 155 :75//AQ072214 

F-MAMMA1002699//Rattus norvegicus EH domain binding protein Epsin mRNA, 
complete cds.//5.9e-75: 509 :83//AF0 18261 

F-MAMMA1002701//Homo sapiens gene for AF-6, complete cds.//1.2e-159:749: 

99//AB011399 

F-MAMMA1002708//Human DNA sequence from clone 267M20 on chromosome Xq22. 
2-22.3. Contains part of the DIAPH2 gene and a pseudogene, ESTs, STSs an 
d GSSs, complete sequence. //3.0e-57: 347: 79// AL031 053 

F-MAMMA1002711//Homo sapiens BAC clone GS589P19 from 7pl3-pl4, complete 
sequence . //3 . 4e-31 : 484 : 69//AC005030 

F-MAMMA1002721//CIT-HSP-2350M5.TR CIT-HSP Homo sapiens genomic clone 235 
0M5, genomic survey sequence. //I, 4e-06: 265 :63//AQ061245 
F-MAMMA1002727//Human DNA sequence from clone 67K17 on chromosome 6q24.1 
-24.3. Contains the HIVEP2 (Schnurri-2) gene for HIV type 1 Enhancer-bin 
ding Protein 2, and a possible pseudogene in an intron of this gene. Con 
tains STSs and GSSs and an AAAT repeat polymorphism, complete sequence./ 
/0.18:386:58//AL023584 

F-MAMMA1002728//Human DNA sequence from PAC 296K21 on chromosome X conta 
ins cytokeratin exon, delta-aminolevul inate synthase (erythroid); 5-amin 
olevulinic acid synthase. (EC 2.3.1.37). 6-phosphof ructo-2-kinase/f ructos 
e-2,6-bisphosphatase (EC 2.7.1.105, EC 3.1.3.46), ESTs and STS.//3.2e-05 
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:362:63//Z83821 

F-MAMMA1002744//Plasmodiuiii falciparum chromosome 2, section 5 of 73 of t 
he complete sequence. //0.00010:535:58//AE001368 

F-MAMMA1002746//Homo sapiens chromosome 17, clone hRPK. 136_H_19, complet 
e sequience. //1 .2e-182:880: 97//AC005856 

F-MAMMA1002748//Homo sapiens 3p22 Contig 7 PAC RPCI4-672N11 (Roswell' Par 
k Cancer Institute Human PAC Library) complete sequence. //2.7e-175: 829: 9 
8//AC006055 

F-MAMMA1002754//Homo Sapiens Chromosome X clone bWXD171, WORKING DRAFT S 
EQUENCE, 1 ordered pieces,//3.1e-31:372:75//AC004676 

F-MAMMA1002758//Homo sapiens KIAA0442 mRNA, partial cds.//3.3e-26: 151:98 
//AB007902 

F-MAMMA1002764//Human Chromosome 11 Cosmid cSRL166al , complete sequence. 
//5 . 2e-49 : 355 : 81//U73636 

F-MAMMA1002765//RPCI11-20A22.TPB RPCI-11 Homo sapiens genomic clone RPCI 
-11-20A22, genomic survey sequence. //6.7e-13: 155 :76//B92153 
F-MAMMA1002769//CIT-HSP-2323G1.TF CIT-HSP Homo sapiens genomic clone 232 
3G1, genomic survey sequence. //9.7e-21 : 151 :90//AQ028244 
F-MAMMA1002775//Human ABL gene, exon lb and intron lb, and putative M860 
4 Met protein ~(M8604 Met)" gene, complete cds.//5:6"e-105: 179:99//U07561 
F-MAMMA1002780//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** 

from contig 3-08, complete sequence, //O. 071 : 277: 58//Z98546 
F-MAMMA1002782//HS_3213_B2_B08_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3213 Col=16 Row=D, genomic survey 
sequence. //0.00018:219:63//AQ175845 
F-MAMMA1002796 

F-MAMMA1002807//Human Chromosome X PAC RPCI1-290C9 from the Pieter de Jo 
ng Human PAC library; complete sequence. //6.9e-22: 332 :69//AC002404 
F-MAMMA1002820//Homo sapiens Xp22 bins 87-93 PAC RPCI1-122K4 (Roswell Pa 



2 6 9 4 



2002-3046780 



#2000-183767 



rk Cancer Institute Human PAC Library) complete sequence. //5.9e-l 1:483: 6 
2//AC003035 

F-MAMMA1002830//Homo sapiens chromosome 17, clone hCIT529I10, complete s 
equence . // 1 . Oe-64 : 320 : 83//AC002553 

F-MAMMA1002833//Homo sapiens PAC clone DJ0745K06 from 7q31, complete seq 

uence . //2 . 8e-47 : 413 : 80// AC004875 

F-MAMMA1002835 

F-MAMMA1002838//A-916H10.TP CIT978SK Homo sapiens genomic clone A-916H10 
, genomic survey sequence.//!. Ie-39:164:83//Bl4462 

F-MAMMA1002842//MUS musculus c-Cbl associated protein CAP mRNA, complete 

cds . // 1 . 9e-62 : 373 : 8 1 //U58883 
F-MAMMA1002843//Homo sapiens mRNA for KIAA0810 protein, partial cds. //I. 

7e-135 : 635 : 99//AB018353 

F-MAMMA1002844//F1707-T7 IGF Arabidopsis thaliana genomic clone F1707, g 

enomic survey sequence. //6.7e-17: 383 :66//Bl 16 16 

F-MAMMA1002858 

F-MAMMA1002868//RPCI11-54F9.TJ RPCIll Homo sapiens genomic clone R-54F9, 

genomic survey sequence. //8.3e-81:392:99//AQ081566 
F-MAMMA1002869//Sequence 1 from patent US 5552529. //2.2e-86:696:78//I258 

F-MAMMA1002871//Lupinus angustifol ius nodulin-45 gene, complete cds.//0. 

029:370:59//L12388 

F-MAMMA1002880//RPCI11-23M23.TV RPCI-11 Homo sapiens genomic clone RPCI- 
11-23M23, genomic survey sequence. //I. 8e-20: 271 :74//B86518 
F-MAMMA1002881//Homo sapiens mRNA for 25 kDa trypsin inhibitor, complete 

cds.//1.2e-28:680:61//D45027 
F-MAMMA1002886//Human DNA sequence «** SEQUENCING IN PROGRESS *«* from c 
lone 380A1, WORKING DRAFT SEQUENCE. //O. 00040: 505 :57//Z97653 
F-MAMMA1002887//HS_3238_B2_G68_MR CIT Approved Human Genomic Sperm Libra 
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ry D Homo sapiens genomic clone Plate=3238 Col=16 Row=N, genomic survey 
sequence. //5 . 5e-79:401 : 97//AQ219814 

F-MAMMA1002890//MUS musculus MHC class III region RD gene, partial cds; 
Bf, C2, G9A, NG22, G9, HSP70, HSP70, HSC70t, and smRNP genes, complete c 
ds; G7A gene, partial cds; and unknown genes. //4.6e-35: 136:73//AF109906 
F-MAMMA1002892//Mouse Cosmid ma66alOO from 14D1-D2, complete sequence.// 
5 . 7e-14: 450 : 60//AC004096 

F-NAHNA1002895//H. sapiens CpG island DNA genomic Msel fragment, clone 46 
be, forward read cpg46b6.ftla.//3.7e-36:190:100//Z58616 
F-MAMMA1002908//Penaeus monodon microsatel 1 ite locus Pmo27.//l. le-05: 195 
:62//AF068828 

F-MAHHA1002909//Human Chromosome 11 pac pDJ205d23, complete sequence. //I 

. Oe-13: 457 :61//AC002402 

F-MAMMA1002930//Homo sapiens Xp22 BAG GSHB-512P14 (Genome Systems Human 
BAG library) complete sequence. //0. 25: 260 :62//AC004.467 
F-MAMMA1002937//H. sapiens ZNF74-1 mRNA.//6.3e-13:577:59//X71623 
F-MAMMA1002938//Homo sapiens mRNA for KIAA0698 protein, complete cds.//5 
. 16-193: 910 : 98//AB014598 

F-MAMMA1002941//Homo sapiens Chromosome 22qll.2 BAG Clone b437glO In BCR 
L2-GGT~ Region , "complete sequence . //2.7e-23:"174 : 77//AC004032" " " 

F-MAMMA1002947//Rhodobacter capsulatus strain SB1003, partial genome. //I 

.3e-09:475:61//AF010496 

F-MAMMA1002964//Human thiopurine methyl transferase (TPMT) gene, exon 5./ 
/O. 0029: 314 :60//AF019366 

F-MAMMA1002970//Human DNA sequence from PAC 436M11 on chromosome Xp22.11 
-22.2. Contains the serine threonine protein phosphatase gene PPEFl, and 
the first coding exon of the RSI gene for retinoschisis (X-1 inked, juve 
nile) 1 (XLRSl). Contains ESTs, an STS and GSSs, complete sequence. //4.0 
e-10:194:71//Z94056 
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F-MAMMA1002972//H. sapiens CpG island DNA genomic Msel fragment, clone 2g 
10, forward read cpg2gl0.f tlaa.//0.38:156:66//Z55272 

F-MAMMA 1002973/ /Homo sapiens chromosome 17, clone hRPK. 142_H_19, complet 
e sequence . //2 . 9e-41 : 234 : 79//AC005919 

F-MAMMA1002982//Homo sapiens DNA sequence from PAC 510L9 on chromosome 6 
p24 . l-p25 . 3 . // 1 . 7e-05 ; 322 : 63//AL022098 

F-MAMMA1002987//CITBI-E1-2514J12.TR CITBI-El Homo sapiens genomic clone 
2514J12, genomic survey sequence. //O. 0064: 135 :66//AQ275871 
F-MAMMA1003003//CSRL-145D12-U cSRL flow sorted Chromosome 11 specific co 
smid Homo sapiens genomic clone cSRL-145D12, genomic survey sequence. //2 
.8e-31:201:89//B01998 

F-MAMMA1003004//Human DNA sequence *«« SEQUENCING IN PROGRESS *** from c 
lone Y237C10, WORKING DRAFT SEQUENCE. //I .6e-10: 180:73//AL031601 
F-MAMMA1003007//Homo sapiens (clone cosmid cllq-8Dl) tetranucleotide rep 
eat polymorphism at the D11S488 locus. //3.5e-12:435:61//L'04732 
F-MAMMA1003011//Rattus norvegicus histone macroH2A1.2 mRNA, complete cds 
. //2 . 3e-50 : 734 : 67//U79139 

F-MAMMA1003013//MUS musculus chromosome 19, clone CIT282B21, complete se 
quence . //I . 2e-86 : 341 : 79//AC003694 

F-MAMMAT003015//Homb~sapiens CIT987Sk-591M7,' Com 

plete sequence. //2.6e-13:443:61//AC003661 

F-MAMMA1003019//HS_3221_A1_A01_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3221 Col=l Row=A, genomic survey s 
equence . //2 . 8e-51 : 299 : 92//AQ184271 
F-MAMMA1003026 

F-MAMMA1003031//Homo sapiens chromosome 5, BAG clone 319C17 (LBNL H159) , 

comp 1 ete sequence. //O . 0037 : 134 : 73//AC005214 
F-MAMMA1003035//RPCI11-11P4.TP RPCI-11 Homo sapiens genomic clone RPCI-1 
1-11P4, genomic survey sequence. //I. le-07:86:100//B74936 
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F-MAMMA1003039//Homo sapiens 12pl3.3 PAC RPCI3-340I3 (Roswell Park Cance 
r Institute Human PAC Library) complete sequence. //2. le-19: 220: 76//AC004 
671 

F-MAMMA1003040//Human DNA sequence from PAC 340N1 on chromosome lp35-36. 
2. Contains ESTs, polymorphic CA repeat, trna and endogenous retrovirus. 
//9.5e-91:469:78//Z98257 

F-MAMMA1003044//Human DNA sequence from clone 496N17 on chromosome 6pll. 
2-12.3 Contains EST, GSS, complete sequence. //0.21:289:61//AL031321 
F-MAMMA1003047//Homo sapiens protein inhibitor of activated STAT protein 

PIASy mRNA, complete cds.//1.7e-139:663:g8//AF077952 
F-MAMMA1003049 

F-MAMMA1003055//HS_3014_B2_F10_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3014 Col=20 Row=L, genomic survey 
sequence . //4 . 2e-05 : 215 : 64//AQ164940 

F-MAMMA1003056//HS_3221_B2_D12_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3221 Col=24 Row=H, genomic survey 
sequence . // 1 . 4e-16 : 206 : 74//AQ302772 

F-MAMMA1003057//M.domesticus MD6 mRNA. //8.5e-128: 654 :94//X54352 
F-MAMMA1003066//Human DNA sequence *«* SEQUENCING IN PROGRESS *** from c 
- lone -273F20, WORKING DRAFT SEQUENCE. //1. 0:142:71/7AL034371 ' " 
F-MAMMA1003089//Homo sapiens Chromosome llpl4.3 PAC clone pDJ1034g4, com 
plete sequence. //I. 7e-42: 373 :78//AC004796 

F-MAMMA1003099//Homo sapiens beta-filamin mRNA, complete cds.//2.6e-42:2 
88:88//AF042166 

F-MAMMA1003104//Mus musculus rostral cerebellar malformation protein (rc 
m) mRNA, complete cds.//1.6e-12:477:64//U72634 

F-MAMMA1003113//MUS musculus C0P9 complex subunit 7a (C0PS7a) mRNA, comp 
lete cds.//3.4e-121:789:85//AF071316 

F-MAMMA1003127//R.norvegicus MYRl mRNA for myosin I heavy chain. //9.4e-5 
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8:423:83/7X68199 

F-MAMMA1003135//MUS musculus dentin sialophosphoprotein precursor (DSPP) 

mRNA, complete cds.//0.62:676:58//U67916 
F-MAMMA1003140 

F-MAMMA1003146//Homo sapiens mRNA for GalT3 protein. //2.2e-80:397:97//Yl 
5062 

F-MAMMA1003150//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 598F2, WORKING DRAFT SEQUENCE. //7.3e-123:266:88//AL021579 
F-MAMMA1003166//Human DNA sequence *«« SEQUENCING IN PROGRESS *«« from c 
lone 250D10, WORKING DRAFT SEQUENCE. //I. 6e-33:143:82//Z99716 
F-NT2RM1000001//Human DNA sequence from clone 393P23 on chromosome Xq21. 
1-21.33. Contains GSSs, complete sequence. //0.50:216:61//Z95400 
F-NT2RM1000018//Human mRNA for KIAA0066 gene, partial cds,//4.8e-65:385: 
92//D31886 
F-NT2RM1000032 

F-NT2RM1000035//Cricetulus griseus SREBP cleavage activating protein (SC 
AP) mRNA, complete cds.//6.3e-135:565:84//U67060 

F-NT2RM1000037//Homo sapiens mRNA for KIAA0690 protein, partial cds.//l. 
le-106 : 542 : 95//AB014590 

"F-NT2RMr000039//Mduse genet ic suppressdr element mRNA". //07080: 239: 60//t2" - 
7155 

F-NT2RM1000055//Rattus norvegicus mRNA for TIP120, complete cds.//8.4e-9 
6:535:91//D87671 

F-NT2RM1000059//Human DNA sequence *«« SEQUENCING IN PROGRESS *** from c 
lone 390E6, WORKING DRAFT. SEQUENCE. //I. 0:257: 59//AL031600 
F-NT2RM1000062//Nephi la clavipes dragline silk protein spidroin 1 gene, 
partial cds.//0.54:306:63//U37520 

F-NT2RM1000080//Sequence 2 from patent US 5763589. //I. 5e-115:566:97//AR0 
12692 
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F-NT2RM1000086//Homo sapiens mRNA for KIAA0661 protein, complete cds.//l 
. 8e-l 14: 550 : 97//AB014561 

F-NT2RH1000b92//Hoino sapiens chromosome 19, cosmid R26894, complete sequ 
ence . //O . 63 : 180 : 65//AC005594 

F-NT2RM1000118//Homo sapiens clone 23763 unknown mRNA, partial cds.//0.0 
27:126:70//AF007155 

.F-NT2RM1000119//Human DNA sequence «** SEQUENCING IN PROGRESS «»* from c 
lone 466N1, WORKING DRAFT SEQUENCE. //0.022:644:58//Z97630 
F-NT2RM1000127//RPCI11-44E5.TJ RPCUl Homo sapiens genomic clone R-44E5, 

genomic survey sequence. //I. 6e-45:254:94//AQ195884 
F-NT2RM1000 131 //Homo sapiens mRNA for KIAA0792 protein, complete cds.//5 
.56-153:778: 95//AB018335 

F-NT2RM1000132//Homo sapiens NADH: ubiquinone oxidoreductase NDUFS6 subun 
it mRNA, nuclear gene encoding mitochondrial protein, complete cds.//l.l 
e-90 : 448: 97//AF044959 

F-NT2RM1000153//Human NotI linking clone 924A081D, genomic survey sequen 

ce . //5 . 9e-07 : 66 : 96//U49890 

F-NT2RM1000186//Homo sapiens clone 23763 unknown mRNA, partial cds.//0.0 
25:126:70//AF007155 

F-NT2RM1000187//GITBr-El-2510J4.TR "CITBI-Er Hobo sapiens genomic clone 2 
510J4, genomic survey sequence.//!, le-05:56:98//AQ261184 
F-NT2RM1000199//Mouse mRNA for seizure-related gene product 6 type 2 pre 
cursor, complete cds.//1.6e-38:711:65//D64009 
F-NT2RM1000242 

F-NT2RM1000244//HS_2229_A1_C04_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2229 Col=7 Row=E, genomic survey s 
equence . //2 . Oe-13 : 95 : 95//AQ298474 

F-NT2RM1000252//Homo sapiens chromosome 17, clone hRPK . 206_C_20 , complet 
e sequence . //O . 023 : 225 : 61//AC006070 
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F-NT2RM1000256//Caenorhabditis elegans cosmid F22B3, complete sequence./ 

/8 . 5e-24 : 473 : 64/ /Z68336 

F-NT2RM1000257//Homo sapiens MAGOH mRNA, complete cds.//6.4e-69:455:85// 
AF035940 

F-NT2RM1000260//Human mRNA for KIAA0130 gene, complete cds.//6.5e-57:460 
:80//D50920 
F-NT2RM1 000271 
F-NT2RM1 000272 

F-NT2RM1000280//BOS gaurus vacuolar H-ATPase subunit D (VATD) mRNA, comp 
^ lete cds.//6.7e-97: 430 :92//Ul 1927 

F-NT2RM1000300//Human DNA sequence **« SEQUENCING IN PROGRESS *«* from c 
lone 92N15, WORKING DRAFT SEQUENCE. //2. le-96: 170: 100//Z93097 
F-NT2RM1000314//Human mRNA for KIAA0159 gene, complete cds.//8.1e-127:70 
8:92//D63880 

F-NT2RM1000318//Homo sapiens mRNA for ribosomal protein L39, complete cd 
s.//5.7e-34: 182:.99//D79205 

F-NT2RM1000341//Homo sapiens full length insert cDNA clone YP11F06.//1.3 

e-1 00 : 504 : 97//AF085879 

F-NT2RM1000354//HS_2001_B1_E06_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Pl3te=2001 Col=lT Row=J,~ genomic survey" 
sequence . //I . 6e-l 1 : 201 : 73//AQ218494 

F-NT2RM1000355//MUS musculus E25B protein mRNA, complete cds.//1.8e-77:5 
78:82//U76253 

F-NT2RM1000365//Homo sapiens clone DJ0098022, WORKING DRAFT SEQUENCE, 5 
unordered pieces. //9.4e-113:367:97//AC004821 

F-NT2RM1000377//H. sapiens mRNA for MAP kinase phosphatase 4.//6. le-14:36 
2:62//Y08302 

F-NT2RM1000388//Azospir ilium brasilense lateral flagellin (lafl) gene, c 
omplete cds.//1.0:482:58//U26679 
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F-NT2RM1000394//M.musculus mRNA for hi stone H3.3A.//1.7e-94:549:89//Z859 
79 

F-NT2RM1000399 

F-NT2RM1000421//HS_2213_B1_E01_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2213 Col=l Row=J, genomic survey s 
equence . //3 . 6e-08 : 195 : 72// AQ032737 

F-NT2RM1000430//Homo sapiens erythroblast macrophage protein EMP mRNA, c 
omplete cds.//3.7e-84:418:97//AF084928 

F-NT2RM1000499//Human mRNA for KIAA0167 gene, complete cds.//1.3e-35:525 
:69//D79989 

F-NT2RM1000539//Homo sapiens PAC clone DJ1194E14 from 7p21, complete seq 
uence . //4 . 6e-73 : 533 : 83//AC004993 

F-NT2RM1000553 

F-NT2RM1000555//Homo sapiens clone 24514 unknown mRNA.//2.3e-110:555:97/ 
/AF070542 

F-NT2RM1000563//Homo sapiens clone DJ0742P04, WORKING DRAFT SEQUENCE, 6 
unordered pieces. //I. 3e-123:477:100//AC004873 

F-NT2RM1000623//HS_2213_B1_E01_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2213 Col=l Row=J, genomic survey s 

--equiBnce://8;2e^06:75:89//AQ032 -- - -- . 

F-NT2RM1000648//Halobium cutirubrum Lll, LI, LIO and L12 equivalent ribo 
somal protein gene cluster. //I. 3e-06:414:61//X15078 

F-NT2RM1000661//Homo sapiens cap-binding protein 4EHP mRNA, complete cds 
. //9 . 3e-54 : 275 : 97//AF047695 

F-NT2RM1000666//HS_2016_B2_H08_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2016 Col=16 Row-P, genomic survey 
sequence . //5 . 7e-13 : 199 : 73//AQ227865 

F-NT2RM1000669//Human DNA sequence from clone 281H8 on chromosome 6q25.1 
-25.3. Contains up to four novel genes, one with similarity to KIAA0323 
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and worm C30F12.1 and another with Ubiquitin-Like protein gene SMT3 (the 
latter in an intron of a novel gene). Contains ESTs, STSs, GSSs, a puta 
tive CpG island and genomic marker D6S1553, complete sequence. //2.7e-94: 
499:94//AL031133 
F-NT2RM1000672 

F-NT2RM1000691//Homo sapiens HRIHFB2060 mRNA, partial cds.//2.2e-119:582 
:98//AB0 15348 

F-NT2RM1000699//Caenorhabditis elegans cosmid Y41C4A, complete sequence. 

//0.95:284:61//AL032627 - 

F-NT2RM1000702//HS_3005_A1_A02_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3005 Co 1=3 Roh=A, genomic survey s 
equence . //O . 073 : 290 : 58//AQ0895 14 

F-NT2RM1000725//Homo sapiens mRNA for neuropathy target esterase. //4. 8e- 
65:435:85//AJ004832 

F-NT2RM1 000741 //Homo sapiens mRNA for KIAA0567 protein, partial cds.//8. 
Oe-126 : 690 :92//AB01 1139 . 

F-NT2RM1000742//Homo sapiens AC133 antigen mRNA, complete cds.//2.5e-66: 
524:83//AF027208 

F-NT2RM1000746//Homo sapiens chromosomfs 21q22.3, PAC clones 314N7, 225L1 
5, BAG clone 7B7, complete sequence bases 1. .333303. //0. 92 =395: 58"//AJ0ir 
930 

F-NT2RM1000770//Homo sapiens inosine monophosphate dehydrogenase type II 

gene, complete cds.//2. le-70:407:92//L39210 
F-NT2RM1000772//Human Chromosome 3 pac pDJ70ill, WORKING DRAFT SEQUENCE, 

2 unordered pieces.//6,6e-36:98:93//AC000380 
F-NT2RM1000780//Human DNA for 5' terminal region of LINE-1 transposable 
element clone CGLl-4.//9.3e-22: 126:99//X52233 

F-NT2RM1000781//Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic 
sequence, WORKING DRAFT SEQUENCE, 8 unordered pieces. //7. le-09:540:59// 
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AC004153 

F-NT2RM1000800//MUS musculus mRNA for B-INDl protein. //4.0e-8l:497:88//Z 
97207 

F-NT2RM1000802 

F-NT2RM1000811//Homo sapiens AC133 antigen mRNA, complete cds.//3.7e-63: 
490:84//AF027208 

F-NT2RM1000826//Homo sapiens clone 24514 unknown mRNA.//7.2e-153:749:96/ 
/AF070542 

F-NT2RM1000829//HS_3047_A1_A05_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3047 Col=9 Row=A, genomic survey s 
equence . //O . 74 : 215 : 67//AQ099134 

F-NT2RM1000833//Canis familiar is secSl homologue mRNA, complete cds.//5. 

le-114:683:88//M96629 

F-NT2RM1000850//F.rubripes GSS sequence, clone 163A22aFll, genomic surve 
y sequence. //I. le-26:279:74//AL018762 

F-NT2RM1000852//Homo sapiens mRNA for ATP-dependent RNA hel lease, partia 

l.//9.3e-148:726:97//AJ010840 

F-NT2RM1000857//Rattus norvegicus gene for cytochrome P450/6 beta B, exo 
n 2.//0.97:124:65//AB008378 
- F-NT2RMlO0O867//H--sapi ens DNA sequence surrounding Not! site", clofle NRLA 
143D . //I . 2e-31 : 172 : 98//X95834 

F-NT2RM1000874//Homo sapiens KE05 protein mRNA, complete cds.//2.8e-13l: 
632:97//AF064605 

F-NT2RM1000882//Homo sapiens Chromosome llql2.2 PAC clone pDJ519ol3 cont 
aining human gene for ferritin heavy chain (FTH) , complete sequence.//!. 

2e-98:214:99//AC004228 

F-NT2RM1000883//Homo sapiens I-l receptor candidate protein mRNA, comple 
te cds . Ill . 7e-156 : 762 : 97//AF082516 

F-NT2RM1000885//Homo sapiens mRNA for KIAA0661 protein, complete cds.//2 
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.0e-17:310:67//AB014561 

F-NT2RM1000894//MUS musculus second largest subunit of RNA polymerase I 

(RPA2) mRNA, complete cds.//3.2e-95:469:83//U58280 

F-NT2RM1000898 

F-NT2RM1000905//Human DNA sequence ««« SEQUENCING IN PROGRESS *** from c 
lone 466N1, WORKING DRAFT SEQUENCE. //I. 8e-74: 188: 98//Z97630 
F-NT2RM1000924//Homo sapiens clone DJ0742P04, WORKING DRAFT SEQUENCE, 6 
unordered pieces. //5.7e-148:601:98//AC004873 

F-NT2RM1000927//Homo sapiens clone DJ0647C14, WORKING DRAFT SEQUENCE, 21. 

unordered p i eces . //0 . 071 : 392 : 60// AC004846 
F-NT2RM1000962//H. sapiens CpG island DNA genomic Msel fragment, clone 14 
Odl, forward read cpgl40dl.ftla.//4.1e-35:187:99//Z56803 
F-NT2RM1000978//Homo sapiens Chromosome 15q22.3-23 PAC 88m3, WORKING DRA 
FT SEQUENCE, 2 ordered pieces.//!. le-23: 266: 77// AC005959 
F-NT2RM1001003//Homo sapiens alpha-catenin-1 ike protein mRNA, complete c 
ds . //4 . Oe-160 : 760 : 98//U97067 

F-NT2RM1001008//Kaposi' s sarcoma-associated herpes-like virus 0RF73 homo 
log gene, complete cds.//1.7e-ll:602:61//U52064 

F-NT2RM1001043//Human DNA sequence from PAC 27K14 on chromosome Xpll.3-X 
pll.4. Contains monoamine oxidase B (MA0B)%ESTs and polymorphic CA repe 
ats . //3 . 9e-93 : 645 : 86//Z95125 

F-NT2RM1001044//S.pombe chromosome III cosmid c320.//0.90: 128:66//AL0222 
45 

F-NT2RM1001059//Homo sapiens chromosome 5, Bac clone 58gl4 (LBNL H76) , c 
omplete sequence. //3.8e-53: 261: 80// ACb05915 

F-NT2RM1001066//CIT-HSP-2172N17.TF CIT-HSP Homo sapiens genomic clone 21 
72N17, genomic survey sequence. //O. 64: 285 :59//B94391 

F-NT2RM1001072//HS_3115_B1_D07_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3115 Col=13 Row=H, genomic survey 
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sequence . //7 . 3e-23 : 140 : 95//AQ147905 

F-NT2RM1001074//Homo sapiens chromosome 19, cosmid F20489, complete sequ 
ence . //5 . Oe-50 : 186 : 98//AC005263 

F-NT2RM1001082//Sequence 1 from Patent W09718303.//2. le-144:736:95//A627 
31 

F-NT2RM1001085//CIT-HSP-2310F21.TR CIT-HSP Homo sapiens genomic clone 23 
10F21, genomic survey sequence. //8.8e-45: 235 :97//AQ020757 
F-NT2RM1001092//HS_3055_B1_G05_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3055 Col=9 Row=N, genomic survey s 
equence. //I . le-89:471 : 95//AQ155489 

F-NT2RM1001102//Human HEM45 mRNA, complete cds.//1.2e-28:482:63//U88964 
F-NT2RM1001105//Homo sapiens hREDl gene, exon 1 (5* UTR) .//O. 0014:349:61/ 

/Z95973 

F-NT2RM1001112//Homo sapiens chromosome 19, cosmid R34094, complete sequ 
ence . //O . 060 : 429: 58//AC004678 

F-NT2RM1001115//Plasmodium falciparum merozoite surface protein 3 (MSP-3 
) gene, partial cds.//0.93: 156:62//AF024624 

F-NT2RM1001139//Homo sapiens chromosome 19, fosmid 37502, complete seque 
nee . //I . 2e-10 : 466 : 59//AC004755 

F-NT2RM2000006//HumanDNA- sequence *«* SEQUENCrNG IN PROGRESS «** from c 
lone 796F18, WORKING DRAFT SEQUENCE. //5.3e-150: 724: 98//AL031291 
F-NT2RM2000013//D.melanogaster DmRP128 gene for RNA polymerase III secon 
d- largest subun i t . //1 . 5e-58: 749: 69//X58826 

F-NT2RM2000030//Homo sapiens clone DJ0708P22, WORKING DRAFT SEQUENCE, 11 

unordered p i eces . //2 . le-97 : 270 : 77//AC004863 
F-NT2RM2000032//Human DNA sequence *«* SEQUENCING IN PROGRESS *** from c 
lone 423B22, WORKING DRAFT SEQUENCE. //1.9e-25: 172: 76//AL034379 
F-NT2RM2000042//Human DNA sequence from cosmid U55E4, between markers DX 
S6791 and DXS8038 on chromosome X contains ESTs.//5.0e-05:325:65//Z73418 
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F-NT2RM2000092//Homo sapiens (D8S321 locus) DNA sequence, tetranucleotid 
e repeat polymorphism. //O. 63: 117:68//L12269 

F-NT2RH2000093//HUS musculus major histocompatibility locus class III re 
gions Hsc70t gene, partial cds; smRNP, G7A, NG23, MutS homo log, CLCP, NG 
24, NG25, and NG26 genes, complete cds; and unknown genes. //O. 38:312:62/ 
/AF109905 
F-NT2RM2000101 

F-NT2RM2000124//Mouse cAMP-dependent protein kinase catalytic subunit mR 
NA, complete cds. //3.8e-58:297:97//M12303 

F-NT2RM2000191//Homo sapiens cGMP phosphodiesterase A2 (PDE9A) mRNA, com 
p 1 e te cds . //3 . 8e-138 : 653 : 98//AF067224 

F-NT2RM2000192//CIT-HSP-2172B3.TF CIT-HSP Homo sapiens genomic clone 217 
2B3, genomic survey sequence. //2.2e-33:l 91 :95//B93289 

F-NT2RM2000239//F.rubripes GSS sequence, clone 156P04aG12, genomic surve 
y sequence. //8.9e-44: 445 :69//AL018549 

F-nnnnnnnnnnnn//Homo sapiens fibroblast growth factor 18 (FGF18) mRNA, c 
omplete cds.//0.00020:380:61//AF075292 

'F-NT2RM2000250//Homo sapiens mRNA for KIAA0590 protein, complete cds.//3 
.le-128:615:98//AB011162 

P-MT9PM<>0nn9C;Q//n<«»gfi HMA aonnonno :k9k« CPniTPMr TMr: TM PROnRPCC ac:lEX ffnm r 

lone 310013, WORKING DRAFT SEQUENCE. //0.0013:305:63//AL031658 
F-NT2RM2000260//I1US musculus WW domain binding protein 15 mRNA, partial 
sequence . //3 . Oe-14 : 645 : 6 1//AF073934 

F-NT2RM2000287//*** SEQUENCING IN PROGRESS *** EPMl/APECED region of chr 
omosome 21, clones A68E8, B127P21, B173L3, B23N8, C1242C9, C579E2, A70B6 
, B159G9, B175D10, B52C10, C124G1 Note: Sequencing in this region has be 
en discontinued by the Stanford Human Genome Center, WORKING DRAFT SEQUE 
NCE, 50 unordered pieces. //I. 3e-ll:96:86//AC003656 

F-NT2RM2000322//Human DNA sequence from clone 612B18 on chromosome lq24- 
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25.3 Contains exon from gene similar to 40S ribosomal protein, first cod 
ing exon of dynamin 2 (DYNII). ESTs, STS, GSS, CpG Island, complete sequ 
ence . //8 : 5e-l 15 : 233 : 97// AL031864 

F-NT2RM2000359//Homo sapiens mRNA for KIAA0560 protein, complete cds.//8 

.8e-175:805:99//AB011132 

F-NT2RM2000363//RPCI11-90B10.TJ RPCIll Homo sapiens genomic clone R-90B1 
0, genomic survey sequence. //6.7e-15: 96 :98//AQ285300 

F-NT2RM2000368//Homo sapiens protein kinase C-binding protein RACK7 mRNA 
, partial cds.//1.2e-94:599:86//U48251 
^ F-NT2RM2000371//RPCI 11-5714. TJ RPCIll Homo sapiens genomic clone R-57I4, 
' genomic survey sequence.//!. le-52:312:91//AQ083343 

F-NT2RM2000374//M. musculus nodal gene, a TGF-beta-1 ike gene.//6.7e-31: 1 
96:91//X70514 

F-NT2RM2000395//Leishmania major chromosome 1, complete sequence. //O. 99: 
345:58//AE001274 

F-NT2RM2000402//Arabidopsis thaliana BAC T19D16 genomic sequence. //2.1e- 
23:414:63//U95973 

F-NT2RM2000407//MUS musculus semaphorin Via mRNA, complete cds.//1.4e-13 
^ l:439:88//AF030430 

F-NT2RM2000"420//HS_3063_B2_F1 1_MF CI T Approved Human Genom i c Sperm Libra 
ry D Homo sapiens genomic clone Plate=3063 Colf22 Row=L, genomic survey 
sequence. //3.2e-25:154:95//AQ103204 

F-NT2RM2000422//Rat orphan transporter v7-3 (NTT73) mRNA, complete cds./ 
/I . 7e-128 : 782 : 86//L22022 

F-NT2RM2000452//HS_3009_B2_D05_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3009 Col=10 Row=H, genomic survey 
sequence. //I. 2e-16:122:90//AQ130794 

F-NT2RM2000469//HS_2019_A1_G02_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2019 Col=3 Row=M, genomic survey s 
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equence . //9. 6e-22 : 176 : 85//AQ229041 

F-NT2RM2000490//Homo sapiens mRNA for KIAA0747 protein, partial cds.//7. 

5e-15 : 386 : 63//AB018290 

F-NT2RM2000502 

F-NT2RM2000504//Homo sapiens metal loprotease 1 (MPl) mRNA, complete cds. 

//5.1e-17l:824:97//AF061243 

F-NT2RM2000522 

F-NT2RM2000540 

F-NT2RM2000556//Homo sapiens 12ql3.1 PAC RPCI5-1057I20 (Roswell Park Can 
cer Institute Human PAC library) complete sequence. //2.9e-42: 344 :82//AC0 
04466 

F-NT2RM2000566//Homo sapiens integrin alpha-7 mRNA, complete cds.//2.8e- 
154:751 :97//AF072i32 

F-NT2RM2000567//Pseudomonas aeruginosa enoyl-CoA hydratase gene, partial 
cds; pilin biosynthetic protein (fimL) gene, complete cds; and unknown 
gene . //3 . Oe-06 : 664 : 58//AF083252 

F-NT2RM2000569//Human DNA sequence «*« SEQUENCING IN PROGRESS **« from c 
lone 862K6, WORKING DRAFT SEQUENCE. //1.3e-15: 348 :67//AL031681 
F-NT2RM2000577//RPCI11-43G22.TJ RPCIll Homo sapiens genomic clone .R-43G2 
2, genomic survey sequence. //1.6e-14: 155 ;80//AQ199391 

F-NT2RM2000581//Homo sapiens mRNA for KIAA0214 protein, complete cds.//5 

. 4e-174 : 820 : 98//D86987 

F-NT2RM2000588//Homo sapiens 12ql3.1 PAC RPCI5-1057I20 (Roswell Park Can 
cer Institute Human PAC library) complete sequence.//!. le-60:344:82//AC0 
04466 

F-NT2RM2000594//MUS musculus DNA cytosine-5 methyl transferase 3B1 (Dnmt3 
b) mRNA, alternatively spliced, complete cds.//4.9e-118:761:35//AF068626 
F-NT2RM2000599//0.sativa osr40g3 gene.//0.30:585:56//Y08988 
F-NT2RH2000609 
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F-NT2RM2000612//Rattus norvegicus ADP-ribosylation factor-directed GTPas 
e activating protein mRNA, complete cds.//7.8e-102:709:83//U35776 
F-NT2RM2000623//Homo sapiens chromosome 19, cosmid F19847, complete sequ 
ence . //3 . 4e-17 : 450 : 65//AC005952 

F-NT2RM2000624 

2 . 9e-06 : 231 : 64//Z82061 

F-NT2RM2000635//Homo sapiens mRNA for KIAA0729 protein, partial cds.//6. 
3e-142:664:98//AB018272 

F-NT2RM2000636//Homo sapiens mRNA for KIAA0658 protein, partial cds.//7. 
4e-138 : 664 : 98//AB014558 

F-NT2RM2000639//RPCI11-69E5.TJ RPCUl Homo sapiens genomic clone R-69E5, 

genomic survey sequence. //3.7e-14: 97 :97//AQ267491 
F-NT2RM2000649//Homo sapiens mRNA for KIAA0676 protein, partial cds.//l. 
le-167:518:99//AB014576 
F-NT2RM2000669 

F-NT2RM2000691//Homo sapiens chromosome 2 clone 101B6 map 2pll, complete 

sequence. //I . le-106:748:82//AC002038 
F-NT2RM2000714//Human mRNA for KIAA0231 gene, partial cds.//6.8e-49:748: 
64//D86984 

F-NT2RM2Q0Q718//Homo sapiens HR I HFB2436 mRNA, partial cds.//2. 46-124:594 
:98//AB015342 

F-NT2RM2000735//Human ZNF43 mRNA.//8.4e-lll:756:82//X59244 
F-NT2RM2000740//MUS musculus lymphocyte specific hel lease mRNA, complete 

cds.//1.3e-141:815:89//U25691 
F-NT2RM200.0795//Human DNA sequence **« SEQUENCING IN PROGRESS *«« from c 
lone 439F8, WORKING DRAFT SEQUENCE. //I. Oe-78: 723: 76//AL021392 
F-NT2RM2000821//Rat mRNA for beta COP.//2.0e-150:879:88//X57228 
F-NT2RM2000837//Homo sapiens BAG clone GS214N13 from 7pl4-pl5, complete 
sequence. //I. le-05 : 361 :62//AC005017 
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F-NT2RM2000951//Homo sapiens XYLB mRNA for xylulokinase, complete cds.// 

8 . 7e-184 : 847 : 99//AB015046 

F-NT2RM2000952 

F-NT2RH2000984//MUS musculus major histocompatibility locus class III re 
gions Hsc70t gene, partial cds; smRNP, G7A, NG23, MutS homolog, CLCP, NG 
24, NG25, and NG26 genes, complete cds; and unknown genes. //7.6e-4l: 239: 
76//AF109905 

F-NT2RM2001004//CIT-HSP-2333N18.TR CIT-HSP Homo sapiens genomic clone 23 
33N18, genomic survey sequence.//!. le^ll:298:66//AQ035862 
F-NT2RM2001035//MUS musculus mCAFl protein mRNA, complete cds.//1.4e-120 
:627:91//U21855 

F-NT2RM2001065//MUS musculus C0P9 complex siibunit 4 (C0PS4) mRNA, comple 
te cds.//6.8e-118:890:88//AF071314 

F-NT2RM2001100//Homo sapiens clone DJ0742P04, WORKING DRAFT SEQUENCE, 6 
unordered p ieces . //2 . 3e-145 : 614 : 99//AC004873 

F-NT2RM2001105//Human DNA sequence *** SEQUENCING IN PROGRESS ««« from c 
lone 50024, WORKING DRAFT SEQUENCE. //2. 7e-95: 461 :99//AL034380 
F-NT2RM2001131//Kaposi' s sarcoma-associated herpes-like virus 0RF73 homo 
log gene, complete cds.//7.2e-24:726:62//U52064 

- F-NT2RM20011-41 - " - - t 

F-NT2RM2001152//Homo sapiens DNA sequence from PAC 93L7 on chromosome Xq 
21. Contains part of the CHM (TCD, REPl) gene coding for RAB Escort prot 
ein 1 (REP-1, RAB proteins geranylgeranyl transferase component A 1, Chor 
oideraemia protein, Tapetochoroidal Dystrophy (TCD) protein). Contains E 
STs and an STS, complete sequence. //O. 98: 300 :62//AL022401 
F-NT2RM2001177//Homo sapiens clone NH0313P13, WORKING DRAFT SEQUENCE, 15 

unordered pieces. //I. 2e-147:741:96//AC005488 
F-NT2RM2001194//Suid herpesvirus 1 UL5 gene, partial cds, UL6 and UL7 ge 
nes, complete cds, UL8 gene, partial cds.//0.026:408:59//U66829 
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F-NT2RM2001196//Homo sapiens clone DJ1173I20, WORKING DRAFT SEQUENCE, 5 
unordered p i eces . //2 . 2e-135 : 627 : 98//AC004987 

F-NT2RM2001201//MUS musculus clone 0ST431, genomic survey sequence. //6. 1 
e-80:503:86//AF046700 

F-NT2RM2001221//Chimpanzee (P.paniscus) involucrin, complete cds.//0.53: 
670:55//M26514 

F-NT2RM2001238//Rat glutaminase. mRNA, complete cds.//3.4e-128:719:90//M6 
5150 

F-NT2RM2001243 

F-NT2RM2001247//CITBI-E1-2521M18..TR CITBI-El Homo sapiens genomic clone 
2521M18, genomic survey sequence, //0.0011:274:59//AQ276184 
F-NT2RM2001258//M. musculus mRNA for 200 kD protein. //2.3e-129:742:90//X8 

0169 

F-NT2RM2001291//CIT-HSP-2010I15.TR CIT-HSP Homo sapiens genomic clone 20 
10115, genomic survey sequence. //4.6e-09: 156: 72//B57734 
F-NT2RM2001306//RPCI11-28I5.TP RPCI-11 Homo sapiens genomic clone RPCI-1 
1-2815, genomic survey sequence. //O. 069: 234: 64//B84850 

F-NT2RM2001312//Homo sapiens chromosome 17, clone hRPK. 142_H_19, complet 
e sequence . //I . le-22 : 1 1 1 : 81//AC005919 

F-^NT2RM2001319/yBorrelia burgdorferi (section 4 of 70) of the complete g; - 
enome . //O . 99 : 340 : 58// AEOO 1 1 18 

F-NT2RM2001324//Human DNA sequence *** SEQUENCING IN PROGRESS «** from c 
lone 209H1, WORKING DRAFT SEQUENCE. //3.7e-44: 340: 85//Z84465 
F-NT2RM2001345//HS_3005_A1_A02_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3005 Col=3 Row=A, genomic survey s 
equence . //O . 042 : 290 : 58//AQ089514 

F-NT2RM2001360//Human HeLa mRNA isolated as a false positive in a two-hy 
br i d-screen . //5 . Oe-60 : 365 : 87//U56429 

F-NT2RM2001370//Homo sapiens PAC clone DJ0815D20 from 7pll-pl3, complete 
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sequence . //O . 98 : 415 : 58//AC004899 
F-NT2RM2001393//Homo sapiens Chromosome 22qll.2 PAC Clone p_mll In BCRL2 
-GGT Region, complete sequence. //4.0e-54: 394 :75//AC004033 
F-NT2RM2001420//Human DNA sequence *** SEQUENCING IN PROGRESS *** from c 
lone 349A12, WORKING DRAFT SEQUENCE. //2.8e-169:789:9g//AL033520 
F-NT2RM200I424//Homo sapiens mRNA for ElB-55kDa-associated protein.//?. 1 
e-96 : 453 : 99//A J007509 

F-NT2RH2001499//Rattus norvegicus mRNA for cationic amino acid transport 
er 3, complete cds.//7.1e-91:60l:83//AB000113 

F-NT2RM2001504//Homo sapiens chromosome 19, cosmid R30017, complete sequ 
ence. //O . 81 : 200 : 69//AC005624 

F-NT2RM2001524//Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 

fragment No. 2.//3.8e-16:316:65//Z99708 
F-NT2RM2001544 

F-NT2RM2001547//Caenorhabditis elegans cosmid Y47H9C, complete sequence. 
//3 . 3e-24 : 318 : 67//AL032657 

F-NT2RM2001575//Human 52-kD r ibonucleoprotein Ro/SSA mRNA, complete cds. 
Ill . le-26 : 582 : 64//M34551 

F-NT2RM2001582//M.musculus red-1 gene.//1.4e-102:581:90//X92750 
F-NT2RM2001588//Hoh!o sapiens KIAA0442 oRNA, partial cds.//7.0e-10:282:65 
//AB007902 

F-NT2RM2001592//Rattus norvegicus rexo70 mRNA, complete cds.//9.6e-131:7 
36:90//AF032667 

F-NT2RM2001605//RBP2=retinoblastoma binding protein 2 [human, Nalm-6 pre 
-B cell leukemia, mRNA, 6455 nt] .//2.3e-85:749:75//S66431 
F-NT2RM2001613//Rattus rattus sec61 homologue mRNA, complete cds.//8.6e- 
118:779:85//I196630 

F-NT2RM2001632//Homo sapiens PAC clone DJ0740D02 from 7pl4-pl5, complete 
sequence. //I. 5e-50:561:71//AC004691 
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F-NT2RM200i635//Homo sapiens mRNA for KIAA0618 protein, complete cds.//9 
.2e-153:740:98//AB014518 

F-NT2RM2001637//F.rubripes GSS sequence, clone 155D22bD8, genomic survey 

sequence . //2 . 5e-13 : 224 : 64//Z91 020 
F-NT2RM2001641//CIT-HSP-2347F23.TF CIT-HSP Homo sapiens genomic clone 23 
47F23, genomic survey sequence. //1.3e-67: 340 :98//AQ060913 
F-NT2RM2001648//Canis familiaris sec61 homologue mRNA, complete cds.//l. 
4e-110:459:89//M96629 . 

F-NT2RM2001652//BOS taurus guanine nucleoti de-exchange protein (ARF-GEPl 
) mRNA, complete cds.//1.2e-153:807:93//AF023451 

F-NT2RM2001659//nbxb0002cE07f CUGI Rice BAG Library Qryza sativa genomic 

clone nbxb0002J13f , genomic survey sequence. //I. 0:485:56//AQ051653 
F-NT2RM2001664//Homo sapiens IkappaB kinase complex associated protein ( 
IKAP) mRNA, complete cds.//3.7e-172:802:99//AF044195 
F-NT2RM2001668 

F-NT2RM2001670//Homo sapiens complete genomic sequence between D16S3070 
and D16S3275, containing Familial Mediterranean Fever gene disease. //3.2 
e-18 : 279 : 70//AJ003147 

F-NT2RM2001671//0ryctolagus cuniculus sarcolemmal associated protein-3 m 
RNA, complete cds.//1.6e-I37:683:94//U21157 

F-NT2RM2001675//RPCI11-51J16.TJ RPCIll Homo sapiens genomic clone R-51J1 
6, genomic survey sequence. //I, 0: 394 :58//AQ053677 

F-NT2RM200 1681 //Arab idops is thaliana DNA chromosome 4, BAG clone T805 (E 
SSAII project) .//0.87:220:61//AL021890 

F-NT2RM2001688//B, parapertussis bvg locus (transcription regulators of v 
irulence factors) with bvgA and bvgS genes,//1.0:286:62//X52948 
F-NT2RM2001695//GIT-HSP-345H13.TVB CIT-HSP Homo sapiens genomic clone 34 
5H13, genomic survey sequence. //3.2e-53:241:82//B59854 
F-NT2RM2001696//Mouse DNA with homology to EBV IRS repeat, segment 2, cl 



2 7 14 



mil^t 2002-3046780 



#2000—1 83767 



one Mu2.//1.2e-05:306:58//M10668 

F-NT2RM2001698//Homo sapiens DNA sequence from PAC 163M9 on chromosome 1 
p35.1-p36.21. Contains protein synthesis factor (eIF-4C) , D1F15S1A pseud 
ogene, ESTs, STS, GSS, complete sequence. //6.0e-06: 548 :59//AL021920 
F-NT2RM2001699//HS_3195_B2_D01_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3195 Col=2 Row=H, genomic survey s 
equence . //2 . 7e-07 : 322 : 61//AQ189056 

F-NT2RM2001700//Mycobacterium tuberculosis H37Rv complete genome; segmen 

t 109/162. //7.8e-05:354:58//Z95556 

F-NT2RM2001706//Homo sapiens chromosome Xp22-67-68, WORKING DRAFT SEQUEN 

CE, 99 unordered pieces. //7.5e-42:335:81//AC004469 

F-NT2RM2001716 

F-NT2RM2001718//Drosophila melanogaster DNA sequence (PI DS04106 (D172)) 
, complete sequence. //4.2e-08:536:58//AC004290 

F-NT2RM2001723//Homo sapiens clone 23770 mRNA sequence. //I. 4e-26: 163: 95/ 
/AF052123 

F-NT2RM2001727//Homo sapiens mRNA for KIAA0462 protein, partial cds.//6. 
2e-l 1 1 ; 530 : g8//AB007931 

F-NT2RM2001730//Homo sapiens chromosome 21 PAC RPCIP704E14135Q2.//3. le-1 

02:"248:95//AJ010598 " 

F-NT2RM2001743 

F-NT2RM2001753//Caenorhabditis elegans cosmid F45E6, complete sequence./ 
/0.11:138:66//Z68117 

F-NT2RM2001760//Canis familiaris sec61 homologue mRNA, complete cds.//9. 
4e-100:418:88//M96629 

F-NT2RM2001768//HS_3064_B2_A04_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3064 Co 1=8 Row=B, genomic survey s 
equence. //3. le-28: 153: 100//AQ136993 

F-NT2RM2001771//Homo sapiens chromosome 19, BAC CIT-B-393il5 (BC301323) , 



2 7 15 



miiE# 2002-3046780 



#2000—183767 



comp 1 ete sequence . // 1 . 3e-66 : 680 : 72//AC0061 16 
F-NT2RM2001782 

F-NT2RM2001784//Bovine herpesvirus type 1 (Cooper) DNA (30 kb) .//O. 027:3 
84:60//Z48053 

F-NT2RM2001785//Homo sapiens chromosome 11, BAG CIT-HSP-311e8 (BC269730) 
containing the hFENl gene, complete sequence. //I. 6e-18:229:65//AC004770 
F-NT2RM2001797//HS_3045_A1_D01_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3045 Coi=l Roiv=G, genomic survey s 
equence.//1.4e-74:381:97//AQ129456 
F-NT2RM2001800 

F-NT2RH2001803//Homo sapiens IkappaB kinase complex associated protein ( 
IKAP) mRNA, complete cds.//8. 36-178:827:99/ /AF044195 

F-NT2RM2001805//Malus domestica leucine-rich receptor-like protein kinas 
e (LRPKml) gene, 5' flanking region and 5' UTR.//1.0:290:58//AF053126 
F-NT2RM2001813//CIT-HSP-2169F21.TR CIT-HSP Homo sapiens genomic clone 21 
69F21, genomic survey sequence. //3.3e-16:l09:95//B89870 
F-NT2RM2001823//Drosophila melanogaster DNA sequence (PI DS07049 (D133)) 
, complete sequence. //5.8e-62: 819 :68//AC004274 . 

F-NT2RM2001839//Homd sapiens calumein (Calu) mRNA, complete cds.//3.6e-l 

3l:738:90//AF013759' . - - 

F-NT2RM2001840//Homo sapiens chromosome 17, clone 297N7, complete sequen 
ce. //I . le-57 : 422 : 79//AC002347 

F-NT2RM2001855//HS_3224_A1_H07_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3224 Col=13 Roiv=0, genomic survey 
sequence. //O . 00012 : 68: 91//AQ205285 

F-NT2RM2001867//Human DNA sequence from clone 889N15 on chromosome Xq22. 
1-22.3. Contains part of the gene for a novel protein similar to X. laev 
is Cortical Thymocyte Marker CTX, the possibly alternatively spliced gen 
e for 268 Proteasome subunit p28 (Ankyrin repeat protein), a novel gene 
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and exons 36 through 45 of the C0L4A6 for Collagen Alpha 6(IV), Contains 
ESTs, STSs, GSSs and a putative CpG island, complete sequence, //O. 068:1 
02:70//AL031177 

F-NT2RN200187g//Human DNA sequence from cosmid cU72E5, between markers D 
XS366 and DXS87 on chromosome X.//0. 0029: 500 :59//Z68328 
F-NT2RM2001886//Homo sapiens mRNA for KIAA0710 protein, complete cds.//l 
. 9e-187: 866 : 97//AB014610 

F-NT2RM2001896//S.cerevisiae chromosome III complete DNA sequence. //8.6e 

-30:613:63//X59720 

F-NT2RM2001903//Homo sapiens mRNA for KIAA0462 protein, partial cds.//2. 
9e-176:859:97//AB007931 

F-NT2RM2001930//M.musculus mRNA for semaphorin G.//4.7e-117:730:85//X978 
18 

F-NT2RM2001935//Sequence 11 from Patent W09610637.//1.0:356:60//A50028 
F-NT2RM2001936//Homo sapiens clone 614 unknown mRNA, complete sequence./ 
/6 . 9e-138 : 653 : 98//AF091 080 

F-NT2RM2001950//RPCI11-24L12.TP RPCI-11 Homo sapiens genomic clone RPCI- 
11-24L12, genomic survey sequence. //2.7e-19:l88:81//B86700 
F-NT2RM2001982//Arabidopsis thaliana chromosome II BAC T24I21 genomic se 
quence, cdaplete seqiiehce. //0.42: 179:65//AC005825 

F-NT2RM2001983//Homo sapiens RGS-GAIP interacting protein GIPC mRNA, com 
plete cds.//3.8e-20:123:98//AF089816 

F-NT2RM2001989//Sequence 3 from patent US 5747317. //I. 9e-167:786:98//AR0 
04981 

F-NT2RM2001997//Human HepG2 partial cDNA, clone hmdlb08m5.//9.6e-25:160: 

95//D16955 

F-NT2RN2001998//Homo sapiens DNA, chromosome 21q22.2, PAC clone 25P16 co 
mplete sequence, encoding carbonyl reductase and carbonyl reductase 3 (c 
omp 1 ete cds) . //O . 88: 380 : 60//AB003151 
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F-NT2RM2002004//Human Chromosome X, complete sequence. //5.0e-88: 831: 77// 

AC002407 

F-NT2RM2002014 

F-NT2RM2002030//MUS musculus glutamine:f ructose-6-phosphate amidotransfe 
rase mRNA, complete cds.//1.5e-89:822:74//U00932 

F-NT2RM2002049//Bovine elastin mRNA, partial cds.//8.8e-ll: 125:81//M2613 
2 

F-NT2RM2002055 

F-NT2RM2002088//MUS musculus WW domain binding protein 17 mRNA, partial 
sequence . // 1 . 4e-15 : 42 1 : 63// AF073936 

F-NT2RM2002091//Human DNA sequence *** SEQUENCING IN PROGRESS *«* from c 
lone 50024, WORKING DRAFT SEQUENCE. //4.6e-160: 771 :98//AL034380 
F-NT2RM2002100//Homo sapiens mRNA for ATP-dependent RNA helicase, partia 
1 . //7 . 7e-164 : 776 : 98//A JO 1 0840 

F-NT2RM2002109//Homo sapiens glioma amplified on chromosome 1 protein (G 
ACl) mRNA, complete cds.//2.4e-143:684:98//AF030435 

F-NT2RM2002128//Mesocricetus auratus guanine nucleotide-binding protein 
beta 5 (Gnb5) mRNA, complete cds.//7.0e-27:330:73//U13152 
F-NT2RM2002142//Danio rerio gastrulation specific (G12) mRNA, complete c 

J"- / /c q~_'i"a • 1 OC"« OA / /Tto'T-i oi "* - 

US. / / o. »3c— 1U- lou •ou/ / xa± 

F-NT2RM2002145//Homo sapiens erythroblast macrophage protein EMP mRNA, c 
omp 1 ete cds . //4. 2e-143: 800 : 92//AF084928 

F-NT2RM2002178//Homo sapiens mRNA for KIAA0467 protein, partial cds.//5. 
2e-164:787:97//AB007936 

F-NT2RM2002580//Drosophila melanogaster DNA sequence (PI DS02110 (D147)) 
, complete sequence. //7.4e-13: 337 ;62//AC004423 

F-NT2RM4000024//D. melanogaster DmRP128 gene for RNA polymerase III secon 
d- largest subun i t . // 1 . 2e-62 : 801 : 70//X58826 

F-NT2RM4000027//Caenorhabditis elegans cosmid F09E5.//0.36:336:60//U3742 
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9 

F-NT2RM4000030//H. sapiens CpG island DNA genomic Msel fragment, clone 56 
hlO, forward read cpg56hl0.ftla.//9.3e-22:127:100//Z55685 
F-NT2RM4000046//Curcurbita maxima 25S - IBS rDNA intergenic spacer. //4.1 

e-05:386:60//X13059 
F-NT2RM4000061 

F-NT2RM4000085//B. taurus mRNA for nuclear DNA helicase II .//1.9e-10:485: 

59//X82829 

F-NT2RM4000086 

F-NT2RM4000104//Homo sapiens chromosome 16 zinc finger protein ZNF210 (Z 
NF210) «RNA, complete cds.//4.2e-23:345:69//AF060865 
F-NT2RM4000139//R.norvegicus trg mRNA.//1.4e-56:708:69//X68101 
F-NT2RM4000155//CIT-HSP-2282N15.TR CIT-HSP Homo sapiens genomic clone 22 
82N15, genomic survey sequence. //3. Oe-09 : 88: 90// AQ000070 
F-NT2RM4000156//H. sapiens HPBRII-7 gene. //2.0e-21: 586 :60//X67336 
F-NT2RM4000167//Mouse kif4 mRNA for microtubule-based motor protein KIF4 
, complete cds.//2.7e-143:810:90//D12646 

F-NT2RM4000169//Plasmodium falciparum 3D7 chromosome 12 PFYAC293 genomic 
sequence, WORKING DRAFT SEQUENCE, 9 unordered pieces.//0. 0054: 746 :57//A 

rrtrtVUK'? ■"" " — - . 

F-NT2RM4000191//MUS musculus cathepsin S (CatS) gene, promoter region an 

d exons 1 and 2.//0.0G018:468:60//AF051726 

F-NT2RM4000197 

F-NT2RM4000199//Human DNA sequence «** SEQUENCING IN PROGRESS *** from c 
lone 620E11, WORKING DRAFT SEQUENCE.//©. 67: 461 :60//AL031667 
F-NT2RM4000200 

F-NT2RM4000202//H. sapiens CpG island DNA genomic Msel fragment, clone 34 
c2, forward read cpg34c2.f tla.//1.7e-27:190:90//Z65361 
F-NT2RM4000210//Homo sapiens mRNA for KIAA0712 protein, complete cds.//l 



2 7 19 



2002-3046780 



#2000—183767 

. 4e-182 : 856 : 98//AB018255 

F-NT2RM4000215//S.cerevisiae MAK16 protein gene, complete cds, and LTEl 
protein gene, 3' end.//3.1e-31:731:62//J03852 

F-NT2RM4000229//Homo sapiens chromosome 10 clone CIT987SK-1144G6 map lOq 
25,1, complete sequence.//4.6e-102:233:94//AC005383 

F-NT2RM4000233//MUS musculus semaphorin Via mRNA, complete cds.//1.6e-13 
5:835:86//AF030430 

F-NT2RM4000244//RPCI11-24P15.TV RPCI-11 Homo sapiens genomic clone RPCI- 
11-24P15, genomic survey sequence, //5.5e-08: 422: 62//B86757 
F-NT2RM4000251//MUS musculus clone UWGC:mbacg2 from 14D1-D2 (T-Cell Rece 
ptor Alpha Locus), complete sequence. //O. 98: 207 :60//AC005855 
F-NT2RM4000265//Homo sapiens Chromosome llql2.2 PAC clone pDjl081b4 cont 
aining human mRNA for T-cell glycoprotein CD6, complete sequence. //5. 2e- 
4l:707:65//AC003689 

F-NT2RM4000290//Human transducin-1 ike ephancer protein (TLE3) mRNA, comp 
lete cds.//7.9e-153:609:93//M99438 

F-NT2RM4000324 

F-NT2RM4000327//Rattus norvegicus guanine nucleotide binding protein bet 
a 4 subunit mRNA, partial cds.//3.9e-44:727:68//AF022085 

: F-NT2RM4000344y/Mus mttscttTus ATP-dependent metailoprotease-FtsHl mRNA; c r 

omplete cds.//1.0e-143:80l:90//AF090430 

F-NT2RM4000349//MUS musculus clone 0ST431, genomic survey sequence. //6. 1 
e-80 : 503 : 86//AF046700 

F-NT2RM4000354//HS_2221_A2_C07_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2221 Co 1=14 Roi»=E, genomic survey 
sequence . // 1 . Oe-20 : 180 : 83//AQ253449 
F-NT2RM4000356 

F-NT2RM4000366//Homo sapiens mRNA for KIAAb642 protein, partial cds. //I. 
6e-133 : 628 : 99//AB014542 
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F-NT2RM4000368//RPCI11-91B5.TJ RPCIll Homo sapiens genomic clone R-91B5, 

genomic survey sequence. //5.0e-12: 431 :61//AQ283217 
F-NT2RM4000386//MUS musculus D0C4 (Doc4) mRNA, complete cds.//7.4e-86:84 
5:72//AF059485 

F-NT2RM4000395//Saccharomyces cerevisiae chromosome VI cosmid 9965. //2. 5 
e-34:767:61//D44597 

F-NT2RM4000414//Homo sapiens XYLB mRNA for xylulokinase, complete cds.// 
1.5e-15:114:94//AB015046 

F-NT2RM4000421 

F-NT2RM4000425//Homo sapiens chromosome 17, clone hRPK.294_J_22, complet 
e sequence. //I. 5e-37:295:82//AC005921 

F-NT2RM4000433//MUS musculus retinoic acid-responsive protein (Stra6) mR 
NA, complete cds. //3. 9e-94:740:78//AF062476 

F-NT2RM4000457//C I T-HSP-2346B17.tr CIT-HSP Homo sapiens genomic clone 23 
46B17, genomic survey sequence. //I. 5e-22: 149: 92//AQ062111 
F-NT2RM4000471//Homo sapiens mRNA for putative tRNA splicing protein, pa 

rtial.//1.3e-76:386:97//AJ010952 

F-NT2RM4000486//Homo sapiens mRNA, complete cds, clone:RES4-22A, .//l.le- 
22 : 356 : 67//AB000459 

F-NT2RM4000496//Hoao sap iens 12pl3-3- BAC- RPCI-ll-476M19 -(RQSwel l Park-Can 

cer Institute Human BAG Library) complete sequence. //O. 53: 198: 70//AC0059 
08 

F-NT2RM4000511 
F-NT2RM4000514 

F-NT2RM4000515//CIT-HSP-2285L3.TR CIT-HSP Homo sapiens genomic clone 228 

5L3, genomic survey sequence. //O. 0012: 200 :66//AQ0001 13 

F-NT2RM4000520 

F-NT2RM4000531//Human zinc finger protein 42 (MZF-1) mRNA, complete cds. 
Ill . 9e-31 : 732 : 64//M58297 



2 7 2 1 



ffi$E# 2002-3046780 



#2 000—183767 



F-NT2RM4000532//HS_3231_B1_C05_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3231 Co 1=9 Row=F, genomic survey s 
equence. //I .3e-59: 362: 90//AQ192093 
F-NT2RM4000534 

F-NT2RM4000585//CITBI-E1-2508I18.TR CITBI-El Homo sapiens genomic clone 
2508118, genomic survey sequence. //I. le-34:208:93//AQ260706 
F-NT2RM4000590//CIT-HSP-2291M14.TF CIT-HSP Homo sapiens genomic clone 22 
91M14, genomic survey sequence. //8.3e-34: 180: 99//AQ004125 
F-NT2RM4000595//Homo sapiens chromosome 17, clone hCIT. 131_K_11 , complet 
e sequence. //I. 2e-09:203:66//AC005288 

F-NT2RM4000603//Human mRNA for KIAA0392 gene, partial cds.//5.3e-14:305: 
68//AB002390 

F-NT2RM4000611//CIT-HSP-2169F21.TR CIT-HSP Homo sapiens genomic clone 21 
69F21, genomic survey sequence. //8.4e-16:l09:94//B89870 
F-NT2RM4000616//D.melanogaster mRNA for acety.l-CoA synthetase. //2.3e-59: 
721:68//Z46786 
F-NT2RM4000674 

F-NT2RM4000689//CIT-HSP-2381013.TF CIT-HSP Homo sapiens genomic clone 23 
81013, genomic survey sequence. //2.6e-31: 174: 97//AQ1 10303 
F-NT2RM4000698 " 
F-NT2RM4000700 

F-NT2RM4000712//Homo sapiens ubiquitin hydrolyzing enzyme I (UBHl) mRNA, 

partial cds . // 1 . 1 e-89 : 744 : 77// AF022789 
F-NT2RM4000717 

F-NT2RM4000733//Human DNA sequence *«* SEQUENCING IN PROGRESS *** from c 
lone 423B22, WORKING DRAFT SEQUENCE. //2. le-140: 299: 99//AL034379 
F-NT2RM4000734//Homo sapiens mRNA for KIAA0760 protein, partial cds,//3. 
8e-158 : 743 : 98//AB0 18303 
F-NT2RM4000741 
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F-NT2RM4000751 //Human zinc finger protein 20 (ZNF20) pen tanucleo tide rep 

eat po 1 ymorph i sm . //7 . 1 e-95 : 754 : 77//M99593 

F-NT2RM4000764 

F-NT2RM4000778//Caenorhabditis elegans cosmid F36H12.//0.30:523:60//AF07 

8790 

F-NT2RM4000779//Hoino sapiens mRNA for KIAA0451 protein, complete cds.//5 
. 5e-172: 810 : 98//AB007920 

F-NT2RM4000787//Human DNA sequence from PAC 370M22 on chromosome 22ql2-q 
ter. contains GRB2 ADAPTOR LIKE PROTEIN, UBIQUINOL-CYTOCHROME C REDUCTA 
SE IRON-SULFUR SUBUNIT PRECURSOR (UQCRFSl) exon, ESTs, STS, CA repeat an 
d CpG island. //O. 0057: 163:69//Z82206 

F-NT2RH4000790//Homo sapiens chromosome 19, cosmid R27216, complete sequ 
ence . //6 . 9e-39 : 237 : 94//AC005306 

F-NT2RM4000795//Rattus norvegicus neuroligin 3 mRNA, complete cds.//5.9e 
-97:857:74//U41663 

F-NT2RM4000796//HS_3214_B1_FH_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3214 Co 1=21 Row=L, genomic survey 
sequence . // 1 . le-14 : 254 : 68//AQ175988 

F-NT2RM4000798//BOS taurus guanine nucleoli de-exchange protein (ARF-GEPl 
) aRNA", complete cds.//6.2e-78:816:72//AF023451 

F-NT2RM4000813//Leishmania major glycoprotein 96-92 (GP 96-92) gene, par 
tial cds.//0.33:276:63//M63109 

F-NT2RM4000820// , comp 1 ete sequence . //2 . 6e-142 : 450 : 97//AC005406 
F-NT2RM4000833//Drosophila melanogaster DNA sequence (PI DS05273 (D80)), 

comp 1 ete sequence . //I . 9e-52 : 501 : 71//AC004373 
F-NT2RM4000848//Homo sapiens chromosome 17, clone hRPK. 167_N_20, comp let 
e sequence. //I. 0:477:56//AC005940 
F-NT2RM4000852 

F-NT2RM4000855//Homo sapiens chromosome 17, clone hCIT.457_L_16, complet 
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e sequence. //3.4e-29: 229 :83//AC003957 
F-NT2RM4000887 

F-NT2RM4000895//Homo sapiens HuUAPl mRNA for UDP-N-acetylglucosamine pyr 
ophosphorylase, complete cds.//2.1e-20:407:64//AB011004 
F-NT2RM4000g50//Homo sapiens clone DJ0917G04, WORKING DRAFT SEQUENCE, 35 

unordered pieces. //0.41:311:64//AC004929 
F-NT2RM4000971//RPCI11-53H3.TJ RPCUl Homo sapiens genomic clone R-53H3, 

genomic survey sequence. //I. 0: 208 :64//AQ053735 
F-NT2RM4000979//Homo sapiens chromosome 17, clone hRPK.642_C_21 , complet 
e sequence. //I. 3e-19:207:78//AC005245 

F-NT2RM4000996//CITBI-E1-2506B10.TF CITBI-El Homo sapiens genomic clone 
2506B10, genomic survey sequence. //I. 4e-73: 361 :98//AQ263651 
F-NT2RM4001002//Homo sapiens mRNA for KIAA0729 protein, partial cds.//5. 
1 e-170 : 803 : 98// ABO 18272 

F-NT2RM4001016//Homo sapiens mRNA for KIAA0639 protein, partial cds.//3. 
3e-125 : 584 : 99//AB014539 

F-NT2RM4001032//Gallus gallus chicken brain factor-2 (CBF-2) mRNA, compl 
ete cds.//0.00034:777:58//U47276 

F-NT2RM4001047//M025 gene [mice, embryos, mRNA, 2322 nt] .//2.5e-92:776:7 
4//S51858 ~ ■ - . 

F-NT2RM4001054//Canis familiaris sec61 homologue mRNA, complete cds.//3. 
le-102:859:76//M96629 

F-NT2RM4001084//CIT-HSP-2330F9.TR CIT-HSP Homo sapiens genomic clone 233 
0F9, genomic survey sequence. //4.6e-78:379: 99//AQ044479 
F-NT2RM4001092//cSRL-71bl-u cSRL flow sorted Chromosome 11 specific cosm 
id Homo sapiens genomic clone cSRL-71bl, genomic survey sequence. //I. le- 
12:152:75//B05776 
F-NT2RM4001116 

F-NT2RM4001140//Homo sapiens PAC clone DJ0964C11 from 7pl4-pl5, complete 
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sequence . //I . 9e-136: 717 : 93//AC004593 
F-NT2RM4001151//Streptomyces antibioticus ATP-binding protein and membra 
ne protein (oleC-ORFl, oleC-0RF2, oleC-0RF3, oleC-0RF4, and oleC-0RF5) g 
enes, complete cds; 3427 base-pa irs.//0. 0083: 368 :60//L06249 
F-NT2RM4001155//BOS taurus 50 kDa protein (adp50) mRNA, complete cds.//3 
. 9e-120 : 764 : 85//U04706 
F-NT2RM4001160 
F-NT2RM4001187 

F-NT2RM4001191//CIT-HSP-2010E7.TF CIT-HSP Homo sapiens genomic clone 201 
0E7, genomic survey sequence. //6.2e-12: 181 :72//B53378 

F-NT2RM4001200//H. sapiens HZFIO mRNA for zinc finger protein. //I. 3e-66:7 
99:69//X78933 

F-NT2RM4001203//Homo sapiens rab3-GAP regulatory domain mRNA, complete c 

ds . //4 . 2e-152 : 707 : 99// AF004828 

F-NT2RM4001204 

F-NT2RM4001217//Homo sapiens ectoderm-neural cortex-1 protein (ENC-1) mR 
NA, complete cds.//1.6e-62:715:70//AF005381 

F-NT2RM4001256//Human NotI linking clone 924A058R, genomic survey sequen 
ce . //7 . 6e-14 : 109 : 90//U49884 

F-NT2RM4001258//HS_3171_B2_G09lT7 GIT Approved Human Genomic Sperm Libra- 
ry D Homo sapiens genomic clone Plate=3171 Col=18 Row=N, genomic survey 
sequence. //2.5e-18:215:77//AQ149676 

F-NT2RM4001309//Human DNA sequence from clone 551E13 on chromosome Xpll. 
2-11.3 Contains farnesyl pyrophosphate synthetase pseudogene, VT4 protei 
n pseudogene, EST, GSS, complete sequence. //4.9e-28:526:66//AL022163 
F-NT2RM4001313//H. sapiens mRNA for phosphatidyl inositol 3-kinase.//2.5e- 
77:474:89//Z46973 - 

F-NT2RM4001316//Caenorhabditis elegans cosmid K09Hll.//1.2e-16:230:73//U 
97002 
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F-NT2RM4001320//Homo sapiens mRNA for Neuroblastoma, complete cds.//l.le 
-41:642:66//D89016 

F-NT2RM4001340//EP(3)0614 Drosophila melanogaster EP line Drosophila mel 
anogaster genomic Sequence recovered from 5' end of P element, genomic s 

urvey sequence . //O . 0040 : 141 : 68//AQ025127 

F-NT2RM4001344//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS ** 
* from clone Y1E3, WORKING DRAFT SEQUENCE. //5.5e-06: 469 :60//AL02 1388 
F-NT2RM4601347 

F-NT2RM4001371//Arabidopsis thaliana chromosome II BAG T20K9 genomic seq 
uence, complete sequence. //O. 10: 400: 61//AC004786 

F-NT2RM4001382//Homo sapiens RanBP7/ import in 7 mRNA, complete cds.//2.2e 
-167:790:98//AF098799 

F-NT2RM4001384//Homo sapiens DNA sequence from BAC 747E2 on chromosome 2 
2ql2.1. Contains ESTs, STSs and GSSs and genomic marker D22S56, complete 

sequence . //O . 99: 255 : 59//AL021393 
F-NT2RM4001410//Homo sapiens genomic DNA, chromosome 21qll.l, segment 1/ 

5, WORKING DRAFT SEQUENCE. //O. 027: 336 :58//AP000023 

F-NT2RM4001411//MUS musculus Pro-rich, PH, SH2 domain-containing signal i 
ng mediator (PSM) mRNA, complete cds.//5.9e-124:783:85//AF020526 
F-NT2RM4001412//Rattus norvegicusCTPase activating protein SynGAP-c mRN 
A, complete cds.//2.2e-34:418:71//AF050183 

F-NT2RM4001414//Homo sapiens full length insert cDNA clone ZE16C11.//9.1 
e-76:363: 100//AF086563 

F-NT2RM4001437//Homo sapiens chromosome 5, BAC clone 313n8 (LBNL H146) , 
comp 1 ete sequence . //2 . Oe-47 : 623 : 69//AC004226 

F-NT2RM4001444//Streptococcus pneumoniae penicillin-binding protein 2b ( 
pbp2b) , RecM (recM) , D-Ala-D-Ala ligase (ddl) , D-Ala-D-Ala adding enzyme 
(murF) , MutT (mutT) , cell division protein FtsA (ftsA), cell division p 
rotein FtsZ (f tsZ) , YlmE (ylmE) , YlmF (ylmF), YlmG (ylmG), YlmH (ylmH) , 
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cell division protein DivIVA (divIVA) , and isoleucine-tRNA synthetase (i 
leS) genes, complete cds; and unknown gene. //3.6e-09: 566 :58//AF068901 
F-NT2RM4001454 
F-NT2RM4001455 

F-NT2RM4001483//Human zinc finger protein ZNF136.//3.2e-36:329:78//U0936 
7 

F-NT2RM4001489//Homo sapiens mRNA for KIAA0685 protein, complete cds. //I 
. 2e-155: 724 : 99//AB014585 

F-NT2RM4001519//Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic 
sequence, WORKING DRAFT SEQUENCE, 4 unordered pieces. //0.00019:418:59//A 
C004688 

F-NT2RM4001522//Human HepG2 3' region Mbol cDNA, clone hmd6a08m3.//1.4e- 

16:130:88//D17274 
F-NT2RM4001557 . 
F-NT2RM4001565 
F-NT2RM4001566 

F-NT2RM4001569//HS_2050_B1_C08_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2050 Col=15 Row=F, genomic survey 
sequence . //2 . 7e-09 : 1 09 : 84//AQ234720 

F-NT2Rll4001582//Mus muscu 1 us "C0P9 complex subun it 7b (C0PS7b) mRNA, comp 
lete cds.//1.2e-127:740:8g//AF071317 

F-NT2RM4001592//M.musculus mRNA of enhancer-trap-locus l.//7.3e-117:710: 
88//X69942 

F-NT2RM4001594//Homo sapiens chromosome gq34, clone 107G20, WORKING DRAF 
T SEQUENCE, 2 ordered pieces. //0.34:388:59//AC002355 
F-NT2RM4001597//M.musculus red-1 gene.//6.2e-139:788:90//X92750 
F-NT2RM4001605//Homo sapiens mRNA for KIAA0791 protein, complete cds.//3 
. 3e-162 : 750 : 99//AB018334 

F-NT2RM4001611//Synechocystis sp. PCC6803 complete genome, 12/27, 143041 
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9-1576592 . //2 . 5e-05 : 490 : 58//D90910 

F-NT2RM4001629//MUS musculus palmytoylated protein p55 mRNA, complete cd 
s . //0 . 65 : 186 : 64//U38196 

F-NT2RM4001650//*** SEQUENCING IN PROGRESS *»« Homo sapiens chromosome 4 
, BAG clone C0435P12; HTGS phase 1, WORKING DRAFT SEQUENCE, 10 unordered 
p i eces . //0 . 99 : 422 : 59//AC004689 
F-NT2RM4001662//Human mRNA for KIAA0322 gene, partial cds.//2.6e-81:449: 
93//AB002320 
F-NT2RM4001666 

F-NT2RM4001682//MUS musculus clone 0ST9187, genomic survey sequence. //3. 
2e-35 : 240 : 87//AF046699 

F-NT2RM4001710//Human DNA sequence ««« SEQUENCING IN PROGRESS «*« from c 
lone 126A5, WORKING DRAFT SEQUENCE. //I. 9e-151:564:97//AL031447 
F-NT2RM4001714//Human mRNA for KIAA0202 gene, partial cds.//7.0e-85:748: 
74//D86957 

F-NT2RM4001715//Human DNA sequence from clone 931K24 on chromosome 20pl2 

Contains ESTs and GSSs, complete sequence. //I. 2e-9l: 488: 94//AL034430 
F-NT2RM4001731//Orang-utan involucrin gene, complete cds.//0.40:530:59// 
M25312 

F-Nf2RM466l74i//Mouse mRNA for talin.7/l.le-129:737:90//X56123- 
F-NT2RM4001746//Human DNA sequence **« SEQUENCING IN PROGRESS *** from c 
lone 316G12, WORKING DRAFT SEQUENCE. //2.3e-49: 320: 89//AL031709 
F-NT2RM4001754//Homo sapiens 12pl3.3 PAC RPCI5-1180D12 (Roswell Park Can 
cer Institute Human PAC Library) complete sequence. //6.3e-64: 379: 76// AGO 
05831 

F-NT2RM4001758//R.norvegicus mRNA for serine/threonine kinase MARK1.//3. 
7e-146:871:87//Z83868 

F-NT2RM4001776//Homo sapiens mRNA for KIAA0727 protein, partial cds,//2. 
3e-173:803:99//AB018270 
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F-NT2RM4001783//Homo sapiens clone DJ0981007, complete sequence. //2.0e-l 

65:593:99//AC006017 

F-NT2RM4001810 

F-NT2RM4001813//Homo sapiens BAG clone NH0364H22 from 2, complete sequen 

ce . 111. le-31 : 176 : 84//AC005036 

F-NT2RM4001819//Human p58/GTA (galactosyl transferase associated protein 
kinase) mRNA, complete cds.//4.4e-34:195:95//M37712 

F-NT2RM4001823//MUS musculus zinc finger protein (Zfp64) mRNA, complete 

cds , //3 . 3e-5 1 : 490 : 75//U49046 

F-NT2RM4001828//Human zinc finger containing protein ZNF157 (ZNF157) mRN 
A, complete cds.//5.6e-74:688:72//U28687 

F-NT2RM4001836//Homo sapiens Chromosome 22qll.2 Cosmid Clone 2h In DGCR 
Region, complete sequence. //I . 0:406:60//AC000076 

F-NT2RM4001841//MUS musculus A kinase anchor protein (AKAP-KL) mRNA, alt 
ernatively spliced isoform 2, complete cds.//1.6e-131:831:86//AF033275 
F-NT2RM4001842//HS_3163_A2_G10_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3163 Col=20 Row=M, genomic survey 
sequence. //I . 5e-05 : 355 : 60//AQ1685 13 

F-NT2RM4001856//Caenorhabditis elegans cosmid K08Fll.//4.0e-23:823:60//U 

70855 ' - ■ 

F-NT2RM4001858//Notophthalmus viridescens NvTboxl mRNA, partial cds.//6. 
4e-ll:266:66//U64433 

F-NT2RM4001865//Homo sapiens mRNA for atopy related autoantigen CALC.//6 
.9e-149:704:98//Y17711 

F-NT2RM4001876//F.rubripes GSS sequence, clone 080E22bA4, genomic survey 

sequence . //5 . 7e-48 : 600 : 68//Z88651 
F-NT2RM4001880//CIT-HSP-2348J1.TF CIT-HSP Homo sapiens genomic clone 234 
8ji, genomic survey sequence. //O. 0025: 61 :88//AQ060809 

F-NT2RM4001905//R.norvegicus CYP3A1 gene, 5' flanking region. //2.5e-29: 5 
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35:67//X98335 

F-NT2RM4001922//HS_2237_A1_C10_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2237 Col=19 Row=E, genomic survey 
sequence . //2 . 2e-73 : 364 : 98//AQ033732 

F-NT2RM4001930//Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
: MXIIO, complete sequence. //4.9e-10:269:63//AB005248 

F-NT2RM4001938//Homo sapiens chromosome 17, clone hRPC. 1081_P_3, complet 
e sequence. //7.6e-152:311:100//AC005207 

F-NT2RM4001940//Homo sapiens timeless homolog mRNA, complete cds.//l.le- 
170:808:98//AF098162 

F-NT2RM4001953//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4 
, BAG clone B13E4; HTGS phase 1, WORKING DRAFT SEQUENCE, 10 unordered pi 
eces . Ill . 7e-45 : 310 : 86//AC004046 

F-NT2RM4001965//Homo sapiens genomic DNA of 8p21.3-p22 anti-oncogene of 
hepatocellular colorectal and non-small cell lung cancer , segment 11/11 
. //I . 6e-107 : 622 : 90//AB020868 

F-NT2RM4001969//R.norvegicus mRNA for IP63 protein. //3.9e-24:22l:76//X99 
330 

F-NT2RM4001979//Homo sapiens mRNA for KIAA0798 protein, complete cds.//l 
.0e-61:527:76//AB01834T . - - - - 

F-NT2RM4001984//Human DNA sequence from cosmid U151E3, between markers o 
n chromosome X.//5.8e-07:502:60//Z82253 

F-NT2RM4001987//RPCI11-49L11.TJ RPCUl Homo sapiens genomic clone R-49L1 
1, genomic survey sequence. //2.6e-33:l77:99//AQ051701 

F-NT2RM4002013//Homo sapiens chromosome 17, clone hRPK.294_J_22, complet 
e sequence. //O . 019: 65 : 90//AC005921 

F-NT2RH4002018//Human high molecular weight B cell growth factor mRNA se 
quence . //I . 0 : 527: 57//L15344 

F-NT2RM4002034//Human DNA sequence from PAC 84F12 on chromosome Xq25-Xq2 
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6.3. Contains glypican-3 precursor (intestinal protein OCI-5) (GTR2-2) , 
ESTs and CA repeat. //O. 11: 322 :60//AL008712 

F-NT2RM4002044//Homo sapiens SS-A/Ro autoantigen 52 kda component gene, 
complete cds.//0.015:513:61//U01882 

F-NT2RM4002054//Homo sapiens clone DJ1039L24, WORKING DRAFT SEQUENCE, 3 
unordered pieces. //2.0e-44:473:76//AC005283 

F-NT2RM4002055//Homo sapiens mRNA for KIAA0840 protein, partial cds.//l. 
Oe-171 : 803 : 98//AB014540 

F-NT2RM4002062//Drosophi la melanogaster ; Chromosome 2L; Region 36B1-36B3 
; PI clone DS02528, WORKING DRAFT SEQUENCE, 8 unordered pieces. //O. 0031: 
298:59//AC005122 

F-NT2RM4002063//0ryctolagus cuniculus sarcosine oxidase (SOX) mRNA, comp 
lete cds. //I . le-147:705 : 98//U82267 

F-NT2RM002066//Human mRNA for KIAA0192 gene, partial cds.//3.4e-73:889: 
69//D83783 

F-NT2RM4002067//Homo sapiens chromosome 5, BAG clone 282B7 (LBNL H192) , 
comp lete sequence . //I . 1 e-53 : 295 : 76//AC0052 16 

F-NT2RM4002073//MUS musculus fatty acid transport protein 3 mRNA, partia 
1 cds.//7.8e-25:277:75//AF072758 

F-NT2RM4002075//Homo sapiens act in binding protein MAYVEN mRNA, complete- - 

cds. //9. Oe-23: 588 : 61//AF059569 
F-NT2RM4002093//Rat PYBPl mRNA for pyrimidine binding protein l.//3.1e-6 
8:544:69//X60789 

F-NT2RM4002109//Mouse kif4 mRNA for raicrotubule-based motor protein KIF4 
, complete cds.//2.0e-121:762:86//D12646 

F-NT2RM4002128//HS_3084_A1_D04_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3084 CoI=7 Row=G, genomic survey s 
equence.//7.7e-18:117:95//AQ186312 

F-NT2RM4002140 
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F-NT2RM4002145//Hoaio sapiens chromosome 19, fosmid 37308, complete seque 
nee . // 1 . 8e-49 : 736 : 65//AC004152 

F-NT2RM4002146//Homo sapiens MAGOH mRNA, complete cds.//6.5e-70:454:85// 
AF035940 

F-NT2RM4002161//Homo sapiens mRNA for LAFPTPase, isoform 1, partial. //4. 
2e-151:763:96//AJ130763 

F-NT2RM4002174//Helicobacter pylori 26695 section 18 of 134 of the compl 
ete genome . //2 , le-16 : 580 : 60// AE000540 

F-NT2RM4002189//Homo sapiens DNA sequence from BAG 722E9 on chromosome 2 
2ql3.2-13.33. Contains ESTs.//1.0e-07:792:61//AL008636 
F-NT2RM4002194//MUS musculus semaphorin Via mRNA, complete cds.//3.2e-13 
2:782:87//AF030430 

F-NT2RM4002205//Rattus norvegicus nuclear-encoded mitochondrial elongati 
on factor G mRNA, complete cds.//1.5e-40:292:84//L14684 
F-NT2RM4002213 

F-NT2RM4002226//MUS musculus pl90-B gene, complete cds.//0.099:350:59//U 

67160 

F-NT2RM4002251//Homo sapiens chromosome 17, clone HCIT187M2, complete se 
quence , //I . 0 : 428 : 58//AC004448 

F-NT2RM4002256//Mouse genomic DNA, chromosome 17, clone cosmid 49.1, gen 

omic survey sequence. //9.4e-60:294:81//AB005959 

F-NT2RM4002266//Fugu rubripes GSS sequence, clone 006I18aG12, genomic su 
rvey sequence. //3.3e-12:217:67//AL024779 

F-NT2RM4002278//HS_3089_A1_E05_MF CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3089 Col=9 Row=I, genomic survey s 
equence. //I . 9e-64 : 381 : 92//AQ121653 
F-NT2RM4002281 

F-NT2RM4002287//CIT-HSP-2327E14.TF CIT-HSP Homo sapiens genomic clone 23 
27E14, genomic survey sequence. //9.0e-49: 336 :86//AQ0425 15 
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F-NT2RM4002294//Human mRNA for KIAA0281 gene, complete cds.//2. le-48:511 

F-NT2RM4002301 //Human NotI linking clone 924A053D, genomic survey sequen 
ce . //8 . 9e-05 : 62 : 91//U49881 

F-NT2RM4002323//Human DNA sequence from clone 59B16 on chromosome 6p22.1 
-22.3. Contains a pseudogene similar to GPISG20 and other exonuc 1 eases) . 

Contains ESTs, STSs, GSSs, genomic markers D6S1691 and D6S299 and a ca 
repeat polymorphism, complete sequence. //4.9e-115:729:87//AL032822 
F-NT2RM4002339//Homo sapiens PAC clone DJ0728D04, complete sequence,//!. 
le-97 : 457 : 93//AC004865 

F-NT2RM4002344//Caenorhabditis elegans cosmid K04A8.//2.2e-06: 190:69//U6 
4849 

F-NT2RM4002373//Homo sapiens mRNA for KIAA0649 protein, complete cds.//2 
.8e-149:708:98//AB014549 

F-NT2RM4002374//Homo sapiens 12q24 PAC P336P3 (Research Park Cancer Inst 
. itute Human Genome PAC library) complete sequence. //0.00040:312:63//AC00 

2978 

F-NT2RM4002383//Human DNA sequence **« SEQUENCING IN PROGRESS **« from c 
lone 469D22, WORKING DRAFT SEQUENCE. //6.8e-29: 378 :66//AL031284 

— F-NT2RM4002390- - -- -- — -— — -- 

F-NT2RM4002398//C I T-HSP-2288N22.tr CIT-HSP Homo sapiens genomic clone 22 
88N22, genomic survey sequence. //3.4e-35: 184: 100//AQ001110 
F-NT2RM4002409//Archaeoglobus fulgidus section 15 of 172 of the complete 

genome. //2.0e-16:468:59//AE001092 
F-NT2RM4002438//Human HLA class III region containing N0TCH4 gene, parti 
al sequence, homeobox PBX2 (HPBX) gene, receptor for advanced glycosylat 
ion end products (RAGE) gene, complete cds, and 6 unidentified cds, comp 
lete sequence . //I . 6e-16 : 123: 91//U89336 

F-NT2RM4002446//Human DNA sequence from cosmid 443D9 from a contig from 
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the tip of the short arm of chromosome 16, spanning 2Mb of 16pl3.3 Conta 
ins ESTs, STS and CpG islands, .//9,6e-64: 467: 84//Z92845 
F-NT2RM4002452 

F-NT2RM4002457//Human DNA sequence from PAC 151B14 on chromosome 22, com 
p 1 ete sequence . //2 . 2e-24 : 201 : 86//Z85988 

F-NT2RM4002460//Homo sapiens PAC clone DJ0630C24 from 7q31-q32, complete 

sequence. //I . 3e-45 : 487 : 70//AC004690 
F-NT2RM4002479//Homo sapiens RNA hel icase-related protein mRNA, complete 

cds . Ill . 7e-163 : 777 : 98//AF083255 
F-NT2RM4002482//Homo sapiens mRNA for KIAA0691 protein, complete cds.//2 
.3e-93:464:97//AB014591 
F-NT2RM4002493 

F-NT2RM4002499//Homo sapiens clone DJ0847008, WORKING DRAFT SEQUENCE, 3 
unordered p i eces . //3 . 5e-41 : 442 : 75/ /AC005484 

F-NT2RM4002504//Human DNA sequence from clone 391022 on chromosome 6p21. 
2-21.31 Contains pseudogenes similar to ribosomal protein, ESTs, GSSs, c 
omp late sequence . //3 . 8e-31 : 233 : 87//AL031577 

F-NT2RM4002527//Fugu rubripes GSS sequence, clone 096G17aC8, genomic sur 
vey sequence. //7.7e-08: 274: 62// AL027162 

F-NT2RM4002532 - - - 

F-NT2RM4002534 

F-NT2RM4002558//MUS musculus fatty acid transport protein 4 mRNA, partia 
1 cds.//3.8e-53:394:81//AF072759 

F-NT2RM4002565//MUS musculus Sec8 mRNA, complete cds.//6.4e-160:902:89// 

AF022962 

F-NT2RN4002567//CI TBI-E1-2503J7.tr CITBI-El Homo sapiens genomic clone 2 
503J7, genomic survey sequence. //8. 5e-31 : 220: 88//AQ263402 
F-NT2RM4002571//Rattus norvegicus UDP-GalNAc: polypeptide N-acetylgalacto 
saminyl transferase T5 mRNA, complete cds.//5.2e-05: 199:65//AF049344 
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F-NT2RM4002593//Hoino sapiens PAC clone DJ0745K06 from 7q31, complete seq 
uence . //O . 89 : 275 : 6 1 // AC004875 

F-NT2RM4002594//Drosophi la melanogaster , chromosome 2R, region 31C1-31D6 
, PI clone DS08879, complete sequence. //3.7e-44:768:64//AC005454 
F-NT2RM4002623//Drosophi la melanogaster; Chromosome 2L; Region 36B1-36B3 
; PI clone DS02528, WORKING DRAFT SEQUENCE, 8 unordered pieces.//7.8e-34 
:574:65//AC005122 

F-NT2RP1000018//Homo sapiens mRNA for NIK, partial cds.//3.9e-lll:582:95 

//AB013385 

F-NT2RP1000035//Homo sapiens mRNA for NSl-binding protein (NSl-BP) .//I. 1 
e-153:747:96//AJ012449 

F-NT2RP1000040//Homo sapiens genomic DNA, chromosome 21qll.l, segment 18 
/28, WORKING DRAFT SEQUENCE. //I. 6e-125: 243 :88//AP000047 
F-NT2RP1000063//Caenorhabditis elegans cosmid F31C3, complete sequence./ 
/9.6e-09:414:59//Z92784 

F-NT2RP1000086//H. sapiens mRNA for zinc finger protein, Hsal2.//2.8e-183 

:548:91//X98834 

F-NT2RP1000101//H. sapiens CpG island DNA. genomic Msel fragment, clone 28 
b4, forward read cpg28b4.f tla.//6.0e-27: 163:95//Z60555 

F-NT2RP1000111//CIT-HSP-2307014,TR CIT-HSP Homo sapiens genomic clone 23 - - 
07014, genomic survey sequence. //I. 2e-ll:128:81//AQ016069 
F-NT2RP1000112//Human kinase (TTK) mRNA, complete cds.//1.0e-38:324:81// 
H86699 

F-NT2RP1000124//Plasmodium falciparum DNA **« SEQUENCING IN PROGRESS «*« 

from MAL4P1, WORKING DRAFT SEQUENCE. //O. 59: 476 :59//AL034557 
F-NT2RP1000130//DNA encoding human Hepatoma-der ived Growth Factor .//2.7e 
-35:535:68//E08546 

F-NT2RP1000163//Homo sapiens cell cycle progression 2 protein (CPR2) mRN 
A, complete cds. //6.7e-05:77:90//AF011792 
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F-NT2RP1000170//Homo sapiens clone NH0001P09, WORKING DRAFT SEQUENCE, 1 
unordered pieces. //1. 9e-20. -431:64/^0006030 

F-NT2RP1000174//Homo sapiens clone 24432 mRNA sequence. //2.5e-138: 679: 97 

//AF070535 

F-NT2RP1000191 

F-NT2RP1000202//Porcine mRNA for M130 of smooth muscle myosin phosphatas 
e, partial cds.//5.3e-05:220:61//D89496 

F-NT2RP1000243//Drosophila melanogaster DNA sequence (PI DS05273 (D80)), 

complete sequence. //4.7e-51:508:69//AC004373 
F-NT2RP1000259 

F-NT2RP1000272//MUS musculus TLS-associated protein with SR repeats mRNA . 
, complete cds.//7.8e-142:866:88//AF042383 

F-NT2RP1000324//RPC II 1-8102 l.TJ RPCUl Homo sapiens genomic clone R-8102 
1, genomic survey sequence. //2.8e-29: 182: 92// AQ285 136 

F-NT2RP1000328//Hpmo sapiens metaxin 2 (MTX2) mRNA, nuclear gene encodin 
g mitochondrial protein, complete cds.//4.2e-147:693:98//AF053551 
F-NT2RP1000333//Caenorhabditis elegans cosmid C03D6, complete sequence./ 
/1.4e-08:281:61//Z75525 

F-NT2RP1000348//H. sapiens CpG island DNA genomic Msel fragment, clone 12 

— f i-i - reverse -read- cpgl2fl ; rtlc;-/-/lv7e-09:71 : 100/7Z56610- — 

F-NT2RP1 000357 
F-NT2RP1000358 
5 . 7e-16 : 403 : 6 1 // AC005456 

F-NT2RP1000363//Homo sapiens mRNA for KIAA0638 protein, partial cds.//9. 
8e-125:497:86//AB014538 

F-NT2RP1000376//Homo sapiens calcium-independent phosphol ipase A2 mRNA, 
comp 1 ete cds. // 1 . 8e-176 : 877 : 96//AF064594 

F-NT2RP1000409//Homo sapiens repetitive sequences, alphoid DNA, 2482bp./ 
/4 . 6e-106 : 700 : 84//AJ001558 
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F-NT2RP1000413//Homo sapiens mRNA for KIAA0587 protein, complete cds.//9 

.4e-178:710:98//AB011159 

F-NT2RP1000416 

F-NT2RP1000418//0ryctolagus cuniculus troponin T cardiac isoform mRNA, 3 

' end of cds.//1.0:198:60//L40178 

F-NT2RP1000439//HS_2182_A1_D06_I1F CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2182 Col=ll Roh=G, genomic survey 
sequence . //2 . 1 e-68 : 441 : 87// AQ024305 

F-NT2RP1000443//Homo sapiens genomic DNA, chromosome 21qll.l, segment 18 
/28, WORKING DRAFT SEQUENCE. //3.8e-57: 185: 88//AP000047 
F-NT2RP1000480//Homo sapiens PAC clone DJ0844F09 from 7pl2-pl3, complete 

sequence . //2 . 7e-132 : 204: 99//AC004453 
F-NT2RP1000470//Human DNA from chromosome 19-specific cosmid R27090, gen 
omic sequence, complete sequence. //4.9e-80: 196: 95//AC002985 
F-NT2RP1000478//Httman beta-tubulin class III isotype (beta-3) mRNA, comp 
lete cds.//1.9e-55:440:80//U47634 

F-NT2RP1000481//Homo sapiens DNA sequence from PAC 262D12 on chromosome 
lq23.3-24.3. Contains a Tenascin (Hexabrachion, Cytotactin, Neuronectin, 
Myotendinous antigen)-LIKE gene and a mitochondrial/chloroplast 30S fib 
osoroal " protein -sr4-LTKE"'gene preceeded by a- CpG island:- Contains- ESTsv g 
enomic marker D1S2691 and STSs, //2.6e-92:562:88//Zg9297 
F-NT2RP1000493//Homo sapiens mRNA for KIAA0017 protein, complete cds.//2 
.Oe-130:622:98//D87686 

F-NT2RP1000513//Xanthomonas campestris campestris xpsD, xpsM, and xpsN g 
enes, complete cds' s.//0. ll:360:58//M81648 

F-NT2RP1000522//Homo sapiens clone DJ0810E06, WORKING DRAFT SEQUENCE, 8 
unordered pieces. //4.9e-34: 209: 93//AC004895 

F-NT2RP1000547//Cricetulus griseus COP-coated vesicle membrane protein C 
H0p24 mRNA, partial cds.//1.2e-08:331:63//U26264 
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F-NT2RP1000574//Homo sapiens homeobox protein MEIS2 (MEIS2) mRNA, partia 
1 cds.//4.4e-81:295:92//AF017418 

F-NT2RP1000577//HS_2228_B2_C05_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2228 Col =10 Row=F, genomic survey 
sequence. //I . 9e-31 : 179 : 75//AQ185128 

F-NT2RP1000581//Pan troglodytes von Willebrand factor (vWF) gene, partia 
1 cds.//4.7e-34:223:90//U31620 

F-NT2RP1000609//Homo sapiens chromosome 11, BAG GIT-HSP-311e8 (BG269730) 
containing the hFENl gene, complete sequence. //I .6e-18: 229: 65//AC004770 
F-NT2RP1000629//Mouse clathr in-associated protein (AP47) mRNA, complete 
cds . //9. 3e-89: 584 : 84//M62419 

F-NT2RP1000630//Human DNA sequence from PAG 151B14 on chromosome 22 Cont 
ains EST, complete sequence. //I. 0: 203: 63//Z85989 

F-NT2RP1000677//Homo sapiens chromosome 19, cosmid R30538, complete sequ 
ence . //O . 0034 : 350 : 6 1 //AG005943 

F-NT2RP1000688//H. sapiens gene for mitochondrial ATP synthase c subunit 

(PI form). //5.2e-10: 120:80/7X69907 

F-NT2RP1000695 

F-NT2RP1 000701 //Sequence 1 from patent US 5580968. //2.4e-99:624:86//I305 

36 " - - -— ^ - 

F-NT2RP1000721//Homo sapiens clone DJ0943F02, WORKING DRAFT SEQUENGE, 3 

unordered pieces. //I. le-19: 188:81//AG004932 

F-NT2RP1000730 

F-NT2RP1000733//Human chromosome 16pl3.1 BAG clone GIT987SK-551G9 comple 
te sequence . // 1 . 3e-30 : 315 : 75//U95742 

F-NT2RP1000738//Homo sapiens Wolf-Hirschhorn syndrome candidate 2 protei 
n (WHSG2) mRNA, complete cds.//8.0e-122:604:96//AF101434 
F-NT2RP1000746//HS_3084_A1_H03_MF GIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3084 Go 1=5 Row=0, genomic survey s 
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equence. //I . 5e-83: 466 : 92//AQ186344 

F-NT2RP1000767//Homo sapiens full length insert cDNA clone ZD81B04.//2.8 
e-21:144:91//AF086442 

F-NT2RP1000782//Homo sapiens tetraspan TM4SF (TSPAN-3) mRNA, complete cd 
s. //2. le-121 :591 : 97//AF054840 

F-NT2RP1000796//T.thermophilus phosphof ructokinase 1 (PFKl) gene, comple 
te cds.//0.76:263:64//M71213 

F-NT2RP1000825//Huiiian DNA sequence from clone 116F5 on chromosome 22ql3. 
Contains part of an unknown gene and part of a RhoGAP (CDC42 GTPAse Act 
ivating Protein) LIKE gene. Contains ESTs, STSs, GSSs, genomic marker D2 
2S1168 and a CA repeat polymorphism, complete sequence. //I. 5e-77:163:96/ 
/Z93244 

F-NT2RP1000833//Homo sapiens cGMP-specif ic phosphodiesterase (PDE9A2) mR 
NA, complete cds.//1.3e-147:424:96//AF048837 

F-NT2RP1000834//Homo sapiens alpha-methylacyl-CoA racemase mRNA, complet 
e cds.//1.9e-89:702:79//AF047020 

F-NT2RP1000836//Homo sapiens DNA sequence from PAC 434014 on chromosome 
lq32.3.-41. Contains the HSDllBl gene for Hydroxysteroid (11-beta) Dehyd 
rogenase 1, the AD0RA2BP adenosine A2b receptor LIKE pseudogene, the IRF 
6 gene for Interferon Regulatory- Factor B and two novel genes. Contains 
ESTs and GSSs, complete sequence. //8.7e-169:842:96//AL022398 
F-NT2RP1000846//Human chromosome 8 BAC clone CIT987SK-2A8 complete seque 
nee . //3 . 3e-15 : 196 : 76//096629 

F-NT2RP1000851//Homo sapiens PAC clone 267D11 from 12, complete sequence 
.//I. 66-144:724: 96//AC004812 

F-NT2RP1000856//Homo sapiens tetraspan TM4SF (TSPAN-3) mRNA, complete cd 
s . //2 . le-12 1 : 591 : 97//AF054840 

F-NT2RP1000860//Homo sapiens KL04P mRNA, complete cds.//6.7e-106:551 :95/ 
/AF064094 



2 7 3 9 



2002-3046780 



#2000—183767 



F-NT2RP1000902//Human DNA sequence **« SEQUENCING IN PROGRESS *** from c 
lone 316D5, WORKING DRAFT SEQUENCE. //O. 0097:55: 100//Z82199 
F-NT2RP1000915//H, sapiens genomic DNA fragment (clone J32A032R) .//1.3e-3 
0:174:97//Z94761 
F-NT2RP1000916 

F-NT2RP1000943//Hylobates lar huntingtin gene, partial exon.//0. 19: 103:7 
2//L49362 

F-NT2RP1000944//HS_2179_B2_C12_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=2179 Col=24 Roi¥=F, genomic survey 
sequence . //O . 032 : 140 : 63//AQ065269 

F-NT2RP1000947//MUS musculus ubiquitin conjugating enzyme (ubc4) mRNA, c 
omplete cds.//3.7e-53:461:78//U62483 

F-NT2RP1000954//cSRL-143G4-u cSRL flow sorted Chromosome 11 specific cos 
mid Homo sapiens genomic clone CSRL-143G4, genomic survey sequence. //O.O 
30:89:78//B01950 

F-NT2RP1000958//Caenorhabditis elegans cosmid K01C8, complete sequence./ 

/3 . 9e-l 1 : 445 : 6 1 //Z49068 

F-NT2RP1000959//Homo sapiens PAC clone 278C19 from 12q, complete sequenc 
e . //3 . 3e-57 : 326 : 92// AC004263 

F-NT2RP1000966//Human nucleolin gene, complete-cds.//3.4e-64: 197:98//M60 
858 ' 
F-NT2RP1000980//CIT-HSP-2314B10.TF CIT-HSP Homo sapiens genomic clone 23 
14B10, genomic survey sequence. //O. 32: 137 :68//AQ017126 
F-NT2RP1000988//Human chromosome 3p21.1 gene sequence. //8.0e-72: 665: 80// 
L13435 

F-NT2RP1001011//Drosophila melanogaster DNA repair protein (mei-41) gene 
, complete cds, and THl gene, partial cds. // 1.3e-3 1:497: 65 //U34925 
F-NT2RP1001013//HS_3068_B1_B09_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3068 Co 1=17 Roff=D, genomic survey 
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sequence. //I . Oe-24 : 414: 66//AQ127667 

F-NT2RP1001014//HS_3252_B1_B05_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3252 Col=9 Row=D, genomic survey s 
equence. //O . 00052 : 83 : 81//AQ30471 1 

F-NT2RP1001033//Homo sapiens chromosome 17, clone hRPC. 1073_F_15, comple 
te sequence. //I. 3e-134:24l:99//AC004686 

F-NT2RP1001073//Homo sapiens PAC clone DJ1194E14 from 7p21, complete seq 
uence . //2 . 5e-59 : 45 1 : 83// AC004993 

F-NT2RP1001079//0ryctolagus cuniculus sarcosine oxidase (SOX) mRNA, comp 
1 ete cds . //4. 5e-93 : 476 : 96//U82267 

F-NT2RP1001080//Homo sapiens clone DJ0971C03, WORKING DRAFT SEQUENCE, 18 
unordered pieces.//6.6e-54:217:89//AC004938 

F-NT2RP1001113 
F-NT2RP1001173 

F-NT2RP1001177//Rattus norvegicus histone macroH2A1.2 mRNA, complete cds 
.//8.1e-26:373:68//U79139 

F-NT2RP1001185//Homo sapiens clone NH0319F03, WORKING DRAFT SEQUENCE, 3 

unordered p i eces . //3 . 5e-32 : 388: 73//AC006039 

F-NT2RP1001199 

F-NT2RP1001247//flomo sapiens signaling molecule LEFTY-A gene, exon 1.//2 

. Oe-29: 166 : 96//AF081508 

F-NT2RP1001248//Homo sapiens Chromosome llq23 PAC clone pDJ356d6, comple 
te sequence. //7.3e-50: 128 :99//AC002036 

F-NT2RP1001253//Homo sapiens oscillin (hLn) mRNA, complete cds.//4.3e-91 

:344:93//AF029914 

F-NT2RP1001286//Homo sapiens chromosome X region from filamin (FLN) gene 
to glucose-6-phosphate dehydrogenase (G6PD) gene, complete cds's.//0.54 
:292:63//L44140 
F-NT2RP1001294 
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F-NT2RP1001302 

F-NT2RP1001310//Rabbit skeletal muscle mRNA for ryanodine receptor. //I. 5 
e-07: 335:64/7X15750 

F-NT2RP1001311//RPCI 11-67014. TK RPCIll Homo sapiens genomic clone R-6701 
4, genomic survey sequence. //0.26:80:75//AQ239291 

F-NT2RP1001313//Homo sapiens Chromosome llql2.2 PAC clone pDJ519ol3 cont 
aining human gene for ferritin heavy chain (FTH) , complete sequence. //8. 
8e-75 : 304 : 98//AC004228 

F-NT2RP1001361//B.taurus CI-B14.5b mRNA for NADH dehydrogenase (ubiquino 

ne) . //2 . 7e-57 : 412 : 84//X68647 

F-NT2RP10pi385 

F-NT2RP1001395//MUS musculus C0P9 complex subunit 7a (C0PS7a) mRNA, comp 
lete cds.//1.4e-72:535:83//AF071316 

F-NT2RP1001410//Homo sapiens DNA sequence from PAC 257120 on chromosome 

22ql3. 1-13.2. Contains cytochrome P450 pseudogenes CYP2D7P, CYP2D8P, CYP 

2D6(D) ,TCF20, NADH ubiquinone oxidoreductase B14 subunit, ESTs, CA repea 

t, STS, GSS,//5.8e-105:570:94//AL021878 

F-NT2RP1001424 

F-NT2RP1001432 

F-NT2RP1001449//Homb sapiensclorie 24733 mRNA sequence, //I. 76-84:422:97/ 
/AF052149 , ' 

F-NT2RP1001457//Xenopus laevis notchless (nle) mRNA, complete cds,//1.3e 
-47:471:73//AF069737 

F-NT2RP1001466//HS_3006_A2_D08_T7 CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3006 Col=16 Row=G, genomic survey 
sequence . //O . 56 : 289 : 60//AQ154336 

F-NT2RP1001475//H. sapiens genomic DNA fragment (clone NLMA194R) .//O.OOOl 
l:91:79//Z95375 

F-NT2RP1001482//Mouse oncogene (ect2) mRNA, complete cds. //4.0e-87:563:8 
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5//L11316 
F-NT2RP1001494 

F-NT2RP1001543//Drosophila melanogaster DNA sequence (PI DS01142 (D148)) 
, complete sequence. //I. 9e-27: 387 :67//AC004280 

F-NT2RP1001546//Hoino sapiens tetraspan TM4SF (TSPAN-3) mRNA, complete cd 
s. //8. Oe-63: 314: 98//AF054840 

F-NT2RP1001589//Mus musculus signal recognition particle receptor beta s 
ubunit mRNA, complete cds.//1.2e-68:514:81//U17343 

F-NT2RP1001616//Human clone 23665 mRNA sequence. //7.6e-40: 496: 74//U90913 
F-NT2RP1001665//CIT-HSP-2059N5.TF CIT-HSP Homo sapiens genomic clone 205 
9N5, genomic survey sequence. //2.4e-45: 305 :88//B699 12 

F-NT2RP2000001//Homo sapiens clone 617 unknown mRNA, complete sequence./ 

/I . 5e-135 : 685 : 96//AF091081 

F-NT2RP2000006//HS_3061_B2_C03_MR CIT Approved Human Genomic Sperm Libra 
ry D Homo sapiens genomic clone Plate=3061 Col=6 Row=F, genomic survey s 
equence .III, 9e-17 : 394 : 67//AQ178856 

F-NT2RP2000007//Human mRNA for KIAA0392 gene, partial cds.//3.5e-14:24l: 
68//AB002390 

F-NT2RP2000008//Human DNA sequence «*« SEQUENCING IN PROGRESS *** from c 
ione 257E24, WORKING DRAFT SEQUENCE. //r.7e-34:147:99//AL034424- 
F-NT2RP2000027//Homo sapiens BAC clone RG118P15 from 8q21, complete sequ 
ence . //I . 4e-32 : 345 : 75//AC005066 

F-NT2RP2000032//F.rubripes GSS sequence, clone 060E22aG10, genomic surve 
y sequence . //5 . Oe-41 : 445 : 72//Z88655 

F-NT2RP2000040//Homo sapiens mRNA for KIAA0747 protein, partial cds.//l. 
9e-76 : 383 : 97//AB018290 

F-NT2RP2000045//Homo sapiens tumorous imaginal discs protein Tid56 homol 
og (TIDl) mRNA, complete cds.//2.4e-95:467:97//AF061749 
F-NT2RP2000054//CIT-HSP-2328J24.TF CIT-HSP Homo sapiens genomic clone 23 
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